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100 

<210> 2185 

<211> 723 

<212> DNA 

<213 > Homo sapiens 

<400> 2185 

ngaatatcca tgcagcagct cgtcgacaat tttgacggtg ccatccctga cgatcttgac 
60 

tctcttgtga ccctgcccgg agtcggtcgt aagaccgcca atgttgtttt aggtaatgcc 
120 

ttcggcatcc ccggaatcac cccggacacc cacgtcatgc gggtatctcg acgtctgggc 
180 

tggaccgatg cgactacccc cgccaaggtg gaaaccgacc tggctgagct ttttgacccg 
240 

tctgaatggg tgatgttgtg tcaccgcctc atctggcacg ggcggcggcg ctgtcactcg 
300 

cggcgtcctg cctgcggggt atgcccggtt gccgagtggt gcccgtcctt cggggaaggc 
360 

ccaacggatc ccgaggaggc cgccacgtta gtccgggagc cgcgtcgatg agggggatga 
420 

acgttttcgg cgcggtgatg gccgccttga tgtttgctgg ctgcggggga gatgcgggca 
480 

tagctcatca gcgtgaaaat gccggaatac cggggtgctc gcatttgccg tcggggccga 
540 

ttgcgaaaag ttccgggccg gccacagagg gccggcccat gcccgatcac ggcttgcaat 
600 

gccttggtga ggggccgacg atctccatgt ctcgggcgac atcgaggggc gtgaccgtcg 
660 

tgacgatctg ggcgtcgtgg tgtcgaccat gtcgtagtga ggctccgctc attgcgaacg 

720 

cgt 

723 

<210> 2186 
<211> 136 
<212> PRT 

<213 > Homo sapiens 
<400> 2186 


Xaa 

He 

Ser 

Met 

Gin 

Gin 

Leu 

Val 

Asp 

Asn 

Phe Asp Gly Ala 

lie 

Pro 

1 ' 




5 





10 


15 


Asp 

Asp 

Leu 

Asp 

Ser 

Leu- 

Val 

thr 

Leu 

Pro 

Gly Val Gly Arg 

Lys 

Thr 




20 





25 


30 



Ala 

Asn 

Val 

Val 

Leu 

Gly 

Asn 

Ala 

Phe 

Gly 

lie Pro Gly lie 

Thr 

Pro 



35 





40 



45 



Asp 

Thr 

His 

Val 

Met 

Arg 

Val 

Ser 

Arg 

Arg 

Leu Gly Trp Thr 

Asp 

Ala 


50 





55 




60 



Thr 

Thr 

Pro 

Ala 

Lys 

Val 

Glu 

Thr 

Asp 

Leu 

Ala Glu Leu Phe 

Asp 

Pro 

65 





70 





75 


80 

Ser 

Glu 

Trp 

Val 

Met 

Leu 

Cys 

His 

Arg 

Leu 

lie Trp His Gly 

Arg 

Arg 




85 





90 


95 


Arg 

Cys 

His 

Ser 

Arg 

Arg 

Pro 

Ala 

Cys 

Gly 

val Cys Pro Val 

Ala 

Glu 
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Trp Cys Pro 
115 

Thr Leu Val 
130 

<210> 2187 
<211> 342 
<212 > DNA 
<213 > Homo sapiens 

<400> 2187 

nnacgcgtga aggatgcgcc ccggtcgacc ggccatccgt cttgcctcgc aggcatccag 
60 

cccgccatat gctgcaaccg caacaccgct ttgccgtcgc atggcatctc cactccggat 
120 

cgcatcgatc cacgagggct atcggcgcga aagaagttgc cggggcaaaa tcccggcgag 
180 

gaaagcccga tggagtggaa gacgctgctc aacgacaccc gcttcggagg ggtcgccagc 
240 

ctcgatggga cgcgcggacg gtcggagttc cagaaggacc acgaccggat catcttctcc 
300 

gaagccttcc gcaagctggg . ccgcaagacc caggtgcacc eg 
342 

<2 10> 2188 
<211> 51 
<212 > PRT 
<213> Homo sapiens 

<4 00 > 2188 

Met Glu Trp Lys Thr Leu Leu Asn Asp 
1 5 

Ser Leu Asp Gly Thr Arg Gly Arg Ser 
20 25 

Arg lie He Phe Ser Glu Ala Phe Arg 
35 40 

Val His Pro 
50 

<210> 2189 
<211> 1412 
<212 > DNA 
<213 > Homo sapiens 


Thr Arg Phe Gly Gly Val Ala 
10 15 

Glu Phe Gin Lys Asp His Asp 
30 

Lys Leu Gly Arg Lys Thr Gin 
45 


100 105 ' HO 

Ser Phe Gly Glu Gly Pro Thr Asp Pro Glu Glu Ala Ala 
120 125 

Arg Glu Pro Arg Arg 
135 


<400> 2189 
ntcgcttcat 
60 

cgttcttcca 

120 

ggttcctctc 

180 

gggctgccca 

240 


ggtgcgcaat 

egegatgeta 

ggacgctcac 

ggcggctgcc 


tacgacaacg 

gatgccgggg 

gaegaegaag 

caggtgatca 


ccaagtctca 

tcaacctgcc 

ctttcgaggt 

gtgcctgaca 


gaatgeegag 

gccatcgtgc 

tttccgcgcc 

ccgggctgac 


gcttacaccg 

tttgaggcct 

gccctgccga 

ttcgcaggtc 
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atcgaggcaa tctgtgcctg 
300 

ggcacctccg cgtggggcgt 
360 

cgggtgatcg ggccgtggca 
420 

gaggaggact ctggggaagc 
480 

ttacgcctgc attcctgtgc 
540 

agtgacgacg agctcgtcgc 
600 

tcttttgcgt ttggcggccg 
660 

agagcagagt ctgggatcgc 
720 

gccgacgcgt tggttcccga 
780 

gaattggggg cactggtatg 
840 

gatggctgca ggtgggtgat 
900 

ccatggaagg gcacggatcg 
960 

cctcacgggg tgaaggtcca 
1020 

aggtg cc tgg aatccttact 
1080 

ctgtgacctg agaaattctt 
1140 

cgctgggtta tccttagagg 
1200 

agacaccatg agcacaacac 
1260 

cattgtcgac catctgcgtt 
1320 

gttcggtgtc tctacatcga 
1380 

gatctggaag atttccgggg 
1412 


gttcgacgcc aacggacgcg 
gcttgttagc gaggtcatga 
cgagtggatg aaccgctggc 
ggttgccgcg tgggggcgcc 
cgtcacgatc gccaccgagc 
cctcccgggt attggcgact 
cgccacagtg cttgacacca 
aaactgtcca acctcggtga 
cgaagacgtc cgagcggcca 
cacggcgcgg tctccgcagt 
cgacggtagg ccggacaatg 
ccagtgccgc ggcgtgatta 
gatggctctt tccgcctggc 
cgatgacggt ttagtgcacc 
ggccccgacc acccaaacag 
cggtcctcaa attggatcag 
ccaaacagcc gcgcacggcg 
ctttggggca ctcggagtcc 
cgattcgccg cgatgtcgat 
gagacgtcat ga 


atctgccgtg gcgccgaccc 
gccaacagac cccgatgtcc 
ccacccctga tgatttggcg 
tgggttaccc gcgtcgggcc 
acgacggggg tgtgcccaac 
acaccgcgag cgcagtcgtc 
atgtacgtcg cctcatcgct 
cgagggctga gcgggtagtc 
agtgggcggt ggcgtcgatg 
gtgaggtctg cccgatccgg 
ccccggcccg tcgaggacag 
tggacgtggt gcgcaacagc 
cc gagctcga tcaggcatca 
gacgaggtaa ccttattagc 
accgagtcca gcagtgatgc 
ccaaaccacg tcaccgatca 
acagctgccc gacgccgaca 
atcggagatc tttaccaact 
gccctctcgg atgaatccaa 


<210> 2190 
<211> 292 
<212> PRT 

<213 > Homo sapiens 


<400> 2190 

Ser Val Pro Asp Thr Gly Leu Thr 
1 5 

Ala Trp Phe Asp Ala Asn Gly Arg 
20 

Thr Ser Ala Trp Gly Val Leu Val 
35 40 

Pro Met Ser Arg Val lie Gly Pro 


Ser Gin Val He Glu Ala lie Cys 
10 15 
Asp Leu Pro Trp Arg Arg Pro Gly 

25 30 

Ser Glu Val Met Ser Gin Gin Thr 
45 

Trp His Glu Trp Met Asn Arg Trp 
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50 





55 


Pro 

Thr 

Pro 

Asp Asp 

Leu 

Ala 

Glu 

65 





70 



Ala 

Trp 

Gly 

Arg 

Leu 

Gly 

Tyr 

Pro 





85 




Cys 

Ala 

Val 

Thr 

lie 

Ala 

Thr 

Glu 




100 





Asp 

Asp 

Glu 

Leu 

Val 

Ala 

Leu 

Pro 



115 





120 

Ala 

Val 

val 

Ser 

Phe 

Ala 

Phe 

Gly 


130 





135 


Asn 

Val 

Arg 

Arg 

Leu 

lie 

Ala 

Arg 

145 





150 



Pro 

Thr 

Ser 

Val 

Thr 

Arg 

Ala 

Glu 





165 




Pro 

Asp 

Glu 

Asp Val 

Arg 

Ala 

Ala 




180 





Leu 

Gly Ala 

Leu 

Val 

Cys 

Thr 

Ala 



195 





200 

Pro 

lie 

Arg 

Asp 

Gly 

Cys 

Arg 

Trp 


210 





215 


Ala 

Pro 

Ala 

Arg 

Arg 

Gly 

Gin 

Pro 

225 





230 



Arg 

Gly Val 

lie 

Met 

Asp 

Val 

Val 





245 




Val 

Gin 

Met 

Ala 

Leu 

Ser 

Ala 

Trp 




260 





Cys 

Leu 

Glu 

Ser 

Leu 

Leu 

Asp 

Asp 



275 





280 

Leu 

lie 

Ser 

Leu 






290 


60 

Glu Asp Ser Gly Glu Ala Val Ala 
75 80 
Arg Arg Ala Leu Arg Leu His Ser 
90 95 

His Asp Gly Gly Val Pro Asn Ser 
105 110 
Gly He Gly Asp Tyr Thr Ala Ser 
125 

Gly Arg Ala Thr Val Leu Asp Thr 
140 

Ala Glu Ser Gly lie Ala Asn Cys 
155 160 

Arg Val Val Ala Asp Ala Leu Val 
170 175 

Lys Trp Ala Val Ala Ser Met Glu 
185 190 

Arg Ser Pro Gin Cys Glu Val Cys 
205 

Val lie Asp Gly Arg Pro Asp Asn 
220 

Trp Lys Gly Thr Asp Arg Gin Cys 
235 240 

Arg Asn Ser Pro His Gly Val Lys 
250 255 

Pro Glu Leu Asp Gin Ala Ser Arg 
265 270 

Gly Leu Val His Arg Arg Gly Asn 
285 


<210> 2191 

<211> 502 

<212 > DNA 

<213 > Homo sapiens 

<400> 2191 

nnacgcgtcg agaatctcta 
60 

gactcccttg acgacgacac 
120 

tacattgaat cccgttcaat 
180 

agagtattgc tgaatctagc 
240 

cgcgaggagg ccctcgagat 
300 

gccgccggaa aagtgcgtcg 
360 

aacctcaagt ccggcctgtg 
420 

cgtgccgaga tcacgaaata 
480 


ctc’ctgcccg aacaacgtcc 
catttccggg ggtagcccac 
cctgaacggc gttcaggacg 
cgacatgacc gaacgcggcc 
tcttcgcagc agtgatgatg 
ccactttttc gataaccggg 
tcccgaagac tgctcctatt 
ctcctgggcc gatccgcaga 


ggcttcgtca ggctcacgat 
attggtgctg cctcatggac 
tctccagtct cggaaggacc 
tgagggggga gtccattacc 
agctcatgtc aatcatcgcc 
ttcgcctcaa ctacctggtc 
gctcgcagcg tctgggatcg 
aggtacacga cgccgtcgag 
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gctgggattg ccggtggtgc ac 
502 

< 2 1 0 > 2192 
<211> 104 
<212> PRT 

<213 > Homo sapiens 
<4 00> 2192 


Leu 

l 

Asn 

Leu 

Ala 

Asp 

5 

Met 

Thr 

Glu 

Thr 

Arg 

Glu 

Glu 

20 

Ala 

Leu 

Glu 

lie 

Met 

Ser 

lie 

35 

He 

Ala 

Ala 

Ala 

Gly 

40 

Asn Arg 
50 

Val 

Arg 

Leu 

Asn 

Tyr 

55 

Leu 

Pro 

65 

Glu 

Asp 

Cys 

Ser 

Tyr 

70 

Cys 

Ser 

lie 

Thr 

Lys 

Tyr 

Ser 

85 

Trp 

Ala 

Asp 

Glu 

Ala 

Gly 

lie 

100 

Ala 

Gly Gly 

Ala 


Arg Gly Leu Arg Gly Glu Ser lie 
10 15 

Leu Arg Ser Ser Asp Asp Glu Leu 
25 30 

Lys Val Arg Arg His Phe Phe Asp 
45 

Val Asn Leu Lys Ser Gly Leu Cys 
60 

Gin Arg Leu Gly Ser Arg Ala Glu 
75 80 
Pro Gin Lys Val His Asp Ala Val 
90 95 


<210> 2193 
<211> 321 
<212> DNA 

<213> Homo sapiens 
<4 00> 2193 

ccatggggaa tgcagagcac ggacagtcac acagactgtc ctctctggcc ttctggaccc 
60 

aacatactcc tcttgccaac tgggtattac tggaccttac tgggccttac tggacccaac 
120 

atactcctct tgccaactgg ggatttaaaa attttaaaag cccctttatc tccctccaca 
180 

agtcatgtac tgccaacagg gacacactgt tttctttgga aaccctgctg tgtgcccaga 
240 

cagaggtccc actgccctgg gacagctccc ttgcctanag gggaaggagg gtgtgtgtgc 
300 

tgtgtgtgtt taggttgggg a 
321 

<210> 2194 
<211> 106 
<212> PRT 

<213> Homo sapiens 
<400> 2194 

Met Gly Asn Ala Glu His Gly Gin Ser His Arg Leu Ser Ser Leu Ala 
15 10 15 

Phe Trp Thr Gin His Thr Pro Leu Ala Asn Trp Val Leu Leu Asp Leu 
20 25 30 

Thr Gly Pro Tyr Trp Thr Gin His Thr Pro LSu Ala Asn Trp Gly Phe 
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Lys Asn 
50 

Asn Arg 
65 

Glu Val 
Val Cys 


35 40 45 

Phe Lys Ser Pro Phe lie Ser Leu His Lys Ser Cys Thr Ala 
55 60 

Asp Thr Leu Phe Ser Leu Glu Thr Leu Leu Cys Ala Gin Thr 
70 75 80 

Pro Leu Pro Trp Asp Ser Ser Leu Ala Xaa Arg Gly Arg Arg 
85 90 95 

Val Leu Cys Val Phe Arg Leu Gly 
100 105 


<210> 2195 
<211> 504 
<212> DNA 

<213 > Homo sapiens 
<4 00> 2195 

nacgcgtctc cctacatcaa tgcccaccgc gattgcacct ttgttgtcat gctccctggc 
60 

gacggtgtgg cacaccccaa ctttggcaat atcgtccacg acctggtgct gttgcacagc 
120 

ctgggtgtgc gtctggtact ggtccacggt tcgcgcccgc agatcgacag ccgccttgag 
180 

gcacgaggcc tggtgccgta ttaccacaag ggcatgcgtg tcaccgatgc atcaacgctc 
240 

gaatgcgtga tcgatgctgt cgggcaactg cgcattgcga ttgaagcgcg cttgtcgatg 
300 

gacatggcgt cttcgccaat gcagggttcg cgtctgcgcg tagccagcgg caacctggtc 
360 

actgcgcggc cgatcggcgt gctcgacggt gtggattttc accataccgg cgaagtgcgc 
420 

cgggtggacc gcaagggcat caaccgcctg ctcgatgagc gctcgattgt gctgctgtcg 
480 

cccttgggtt actcgcccac cggt 
504 

<210> 2196 
<211> 168 
<212> PRT 

<213> Homo sapiens 
<4 00> 2196 

Xaa Ala Ser Pro Tyr He Asn Ala His Arg Asp Cys Thr Phe Val Val 
1 5 10 19 

Met Leu Pro Gly Asp Gly Val Ala His Pro Asn Phe Gly Asn lie Val 
20 25 30 

His Asp Leu Val Leu Leu His Ser Leu Gly Val Arg Leu Val Leu Val 
35 40 45 

His Gly Ser Arg Pro Gin lie Asp Ser Arg Leu Glu Ala Arg Gly Leu 
50 55 60 
Val Pro Tyr Tyr His Lys Gly Met Arg Val Thr Asp Ala Ser Thr Leu 

65 70 75 80 

Glu Cys Val lie Asp Ala Val Gly Gin Leu Arg lie Ala lie Glu Ala 

85 90 95 

Arg Leu Ser Met Asp Met Ala Ser Ser Pro Met Gin Gly Ser Arg Leu 
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100 

Arg Val Ala Ser 
115 

Asp Gly Val Asp 
130 

Lys Gly He Asn 
145 

Pro Leu Gly Tyr 


105 HO 

Gly Asn Leu Val Thr Ala Arg Pro lie Gly Val Leu 
120 125 

Phe His His Thr Gly Glu Val Arg Arg Val Asp Arg 
135 140 

Arg Leu Leu Asp Glu Arg Ser lie Val Leu Leu Ser 
150 155 160 

Ser Pro Thr Gly 
165 


<210> 2197 
<211> 351 
<212> DNA 

<213> Homo sapiens 
<400> 2197 

acaagtccgt cgacgattcg ctttccggag gcgggcccag gaatggtaat gaaacccgag 
60 

ttatggggcc ctgcgctcga cgagattgcc gcgggaaaac gtgccggagg ggctgaacag 
120 

ttagattccg cagtgcagca catccacggt gctactcacg ataaactgtc cggtgctgtt 
180 

ccgaaacgct acgatggtcg ggatgtcttg gcaggcgagg acccgaatgc accgttgctg 
24 0 

cttgtgccta gcccggctgg tgcagtgttt agtcaaaata aggcacaagc ctggtccaat 
300 

gaagaccaca ttgtfctttgc ctgtgggcgc tatgaaggta ttgatcaacg c 
351 

<210> 2198 
<211> 117 
<212> PRT 

<213> Homo sapiens 
<400> 2198 

Thr Ser Pro Ser Thr lie Arg Phe Pro Glu 
1 5 " 10 

Met Lys Pro Glu Leu Trp Gly Pro Ala Leu 
20 25 

Lys Arg Ala Gly Gly Ala Glu Gin Leu Asp 
35 40 

His Gly Ala Thr His Asp Lys Leu Ser Gly 
50 55 

Asp Gly Arg Asp Val Leu Ala Gly Glu Asp 
65 70 

Leu Val Pro Ser Pro Ala Gly Ala Val Phe 
85 90 

Ala Trp Ser Asn Glu Asp His lie Val Phe 
100 105 

Gly lie Asp Gin Arg 
115 

<210> 2199 
<211> 457 


Ala Gly Pro Gly Met Val 
15 

Asp Glu lie Ala Ala Gly 
30 

Ser Ala Val Gin His lie 
45 

Ala Val Pro Lys Arg Tyr 
60 

Pro Asn Ala Pro Leu Leu 
75 8° 

Ser Gin Asn Lys Ala Gin 
95 

Ala Cys Gly Arg Tyr Glu 
110 
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<212> DNA 

<213 > Homo sapiens 
<400> 2199 


agacgccggc cgccaagatc tgcatcccta 
60 

ggagcccggg agaagggctg gaaggagggg 
120 

ggcagaagcc cccgccccca ccctccgagc 
180 

cgttgctggg ggcgcccacc tcgcccagcc 
240 

atccctttct gcgacgccaa ggaagaaatc 
300 

ggcggcccgg agaggccagg cgcgcgcggg 
360 

gtcctgatga gcttgctcca cttgggggcc 
420. 

aagccactca ctctgctctg gggtaagtcc 
457 

< 210 > 2200 
<211> 152 
<212> PRT 

<213 > Homo sapiens 


<400> 2200 


Arg Arg 

Arg 

Pro 

Pro 

Arg 

Ser 

Ala 

1 




5 




Gly Lys 

Ser 

Ala 

Gly 

Ala 

Arg 

Glu 




20 





Arg 

Ala 

Glu 

Asn 

Ser 

Pro 

Leu 

Lys 


35 





40 

Pro 

Ser 

Ser 

Val 

Arg 

Ala 

Glu 

Arg 


50 





55 


Arg 

Pro 

Pro 

Arg 

Pro 

Ala 

Met 

Pro 

65 





70 



lie 

Pro 

Phe 

Cys 

Asp 

Ala 

Lys 

Glu 





85 




Ser 

Glu 

Gly 

Gly 

Gly 

Gly 

Pro 

Glu 




100 





Gin 

Asn 

He 

Val 

Trp 

Arg 

Asn 

Val 



115 





120 

Gly Ala 

Val 

Tyr 

Ser 

Leu 

Val 

Leu 


130 





135 


Leu 

Leu 

Trp 

Gly 

Lys 

Ser 

Arg 

Arg 

145 





150 




<2l0> 2201 
<211> 336 
<212> DNA 

<213 > Homo sapiens 
<400> 2201 


ggccacgcta agaccctggg gaagagcgca 
actggacgtg cggagaattc ccccctaaaa 
tccgttcggg cagagcgcct gcctgcctgc 
atgccaggcc cggccaccga cgcggggaag 
cgtgccgggc tcgaaagctc tgagggcggc 
cagcggcaga acatcgtctg gaggaatgtc 
gtgtactccc tggtgctcat ccccaaagcc 
cgccggc 


Ser 

Leu 

10 

Gly His 

Ala 

Lys 

Thr 

15 

Leu 

Lys 

25 

Gly Trp 

Lys 

Glu 

Gly 

30 

Thr 

Gly 

Gly 

Arg 

Ser 

Pro 

Arg 

45 

Pro 

His 

Pro 

Leu 

Pro 

Ala 

Cys 

60 

Arg 

Cys 

Trp 

Gly 

Gly 

Pro 

Ala 

75 

Thr 

Asp 

Ala 

Gly 

Lys 

80 

Glu 

lie 

90 

Arg 

Ala 

Gly 

Leu 

Glu 

95 

Ser 

Arg 

105 

Pro 

Gly Ala 

Arg 

Gly 

110 

Gin 

Arg 

Val 

Leu 

Met 

Ser 

Leu 

125 

Leu 

His 

Leu 

lie 

Pro 

Lys 

Ala 

140 

Lys 

Pro 

Leu 

Thr 
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agtactgcga tggacagcta tgtcgtggat ggtggtcgca aattacatgt ttgtggtaac 
60 

aaccctgatt gcgatggtta tgaagtcgaa gaaggcgaat tcaagatcaa gggttatgat 
120 

ggtccgacta tcccatgcga taaatgtgat ggtgagatgc agcttaaaac gggtcgtttt 
180 

ggtccatatt ccgcatgtac tagctgtgac aatactcgta aggtactcaa gagtggtcaa 
240 

cctgctccgc cacgtgtaga cccaatcaaa atggagcatc tacgttcaac gaagcatgat 
300 

gatttcttcg tcttacgtga gggcgctgct ggttta 
336 

< 210 > 2202 
< 211 > 112 
<212 > PRT 

<213> Homo sapiens 


<400> 2202 

Ser Thr Ala Met Asp Ser Tyr Val Val Asp Gly Gly Arg Lys Leu His 
1 5 10 IS 

Val Cys Gly Asn Asn Pro Asp Cys Asp Gly Tyr Glu Val Glu Glu Gly 
20 25 30 

Glu Phe Lys He Lys Gly Tyr Asp Gly Pro Thr lie Pro Cys Asp Lys 
35 40 45 

Cys Asp Gly Glu Met Gin Leu Lys Thr Gly Arg Phe Gly Pro Tyr Phe 
50 55 60 

Ala Cys Thr Ser Cys Asp Asn Thr Arg Lys Val Leu Lys Ser Gly Gin 

65 70 75 80 

Pro Ala Pro Pro Arg Val Asp Pro lie Lys Met Glu His Leu Arg Ser 

85 90 95 

Thr Lys His Asp Asp Phe Phe Val Leu Arg Glu Gly Ala Ala Gly Leu 
100 105 110 


<210> 2203 
<211> 273 
<212 > DNA 

<213 > Homo sapiens 
<400> 2203 

ctcgagagat gcagtcccag ccggggtggg aagctgtgca gacagccccg gatctgggac 
60 

gtgatggaaa actcaacaga ctggttcaga tcttggcccg gagcccagag gcaccgggga 

120 . „ 
cccccagggc tgtttctccc tggccacacc agtaccccac ttccaaatgc cctgtaggtg 

180 

accaccaggc cacacaggcc cgtctgaggg gccacaggct gtgcaccatg ggacgcaggc 
240 

ctgtccctgc ctccctccga tgtcctgatg gtg 
273 

<210> 2204 
< 211 > 88 
<212 > PRT 
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<213 > Homo sapiens 
<400> 2204 

Met Gin Ser Gin Pro Gly Trp Glu Ala Val Gin Thr Ala Pro Asp Leu 
15 10 15 

Gly Arg Asp Gly Lys Leu Asn Arg Leu Val Gin lie Leu Ala Arg Ser 
20 25 30 

Pro Glu Ala Pro Gly Thr Pro Arg Ala Val Ser Pro Trp Pro His Gin 
35 40 45 

Tyr Pro Thr Ser Lys Cys Pro Val Gly Asp His Gin Ala Thr Gin Ala 
50 55 50 

Arg Leu Arg Gly His Arg Leu Cys Thr Met Gly Arg Arg Pro Val Pro 
65 70 75 80 

Ala Ser Leu Arg Cys Pro Asp Gly 
85 

<210 > 2205 

<211> 387 

<212 > DNA 

<213 > Homo sapiens 

<400> 2205 

gnnnnnggng nnnnactggt gtgcatggtt aaaatcctgc aagctactgg gttgccacag 
60 

catctgtccc actttgtgtt ctgcaaatac agcttctggg atcaacagga gccggtgatt 
120 

gtcgctcctg aagtggacac ctcctcctct tccgtcagca aggagccgca ctgcatggtt 
180 

gtctttgatc attgcaatga gttttctgtt aacatcaccg aagactttat cgagcatctt 
240 

tccgaaggag cattggcaat tgaagtatat ggacataaaa taaacgat cc ccggaaaaac 
300 

cccgccctgt gggatttggg aatcatccaa gcaaagacac gtagtcttcg ggacagatgg 
360 

agtgaagtgc ccaggaaatt ggaattc 
387 

<210 > 2206 
<211> 129 
<212> PRT 

<213 > Homo sapiens 
<400> 2206 

Xaa Xaa Gly Xaa Xaa Leu Val Cys Met Val Lys lie Leu Gin Ala Thr 
1 5 10 15 

Gly Leu Pro Gin His Leu Ser His Phe Val Phe Cys Lys Tyr Ser Phe 
20 25 30 
Trp Asp Gin Gin Glu Pro Val He Val Ala Pro Glu Val Asp Thr Ser 
35 40 45 

Ser Ser Ser Val Ser Lys Glu Pro His Cys Met Val Val Phe Asp His 
50 55 60 

Cys Asn Glu Phe Ser Val Asn lie Thr Glu Asp Phe lie Glu His Leu 

65 70 75 80 

Ser Glu Gly Ala Leu Ala lie Glu Val Tyr Gly His Lys lie Asn Asp 
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85 90 95 

pro Arg Lys Asn Pro Ala Leu Trp Asp Leu Gly lie lie Gin Ala Lys 
100 105 HO 

Thr Arg Ser Leu Arg Asp Arg Trp Ser Glu Val Pro Arg Lys Leu Glu 
115 120 125 

Phe 

. <210> 2207 
<211> 667 
<212 > DNA 

<213> Homo sapiens 
<4 00> 2207 

atctccaacc ccgagaccct ctccaacaca gccggcttcg agggctacat cgacctgggc 
60 

cgcgagctct ccagcctgca ctcactgctc tgggaggccg tcagccagct ggagcagagc 
120 

atagtatcca aactgggacc cctgcctcgg atcctgaggg acgtccacac agcactgagc 
180 

accccaggta gcgggcagct cccagggacc aatgacctgg cctccacacc gggctctggc 
240 

agcagcagca tctcagctgg gctgcagaag atggtgattg agaacgatct ttccggtctg 
300 

atagatttca cccggttacc gtctccaacc cccgaaaaca aggacttgtt ttttgtcaca 
360 

aggtcctccg gggtccagcc ctcacctgcc cgcagctcga gttactcgga agccaacgag 
420 

cctgatcttc agatggccaa cggtggcaag agcctctcca tggtggacct ccaggacgcc 
480 

cgcacgctgg atggggaggc aggctccccg gcgggccccg acgtcctccc cacagatggg 
540 

caggccgctg cagctcagct ggtggccggg tggccggccc gggcaacccc agtgaacctg 
600 

gcagggctgg ccacggtgcg gcgggcaggc cagacaccaa ccacaccagg cacctccgag 
660 

ggcgcgc 
667 

<210> 2208 
<211> 222 
<212> PRT 

<213 > Homo sapiens 

<400> 2208 
lie Ser Asn Pro Glu 
1 5 

lie Asp Leu Gly Arg 
20 

Ala Val Ser Gin Leu 
35 

Pro Arg lie Leu Arg 
50 

Gly Gin Leu Pro Gly 


Thr 

Leu 

Ser 

Asn 

Thr 

10 

Glu 

Leu 

Ser 

Ser 

25 

Leu 

Glu 

Gin 

Ser 

40 

He 

Val 

Asp 

Val 

55 

His 

Thr 

Ala 

Thr 

Asn 

Asp 

Leu Ala 


Ala Gly Phe Glu Gly Tyr 
15 

His Ser Leu Leu Trp Glu 
30 

Ser Lys Leu Gly Pro Leu 
45 

Leu Ser Thr Pro Gly Ser 
60 

Ser Thr Pro Gly Ser Gly 
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65 70 

Ser Ser Ser He Ser Ala 
85 

Leu Ser Gly Leu lie Asp 
100 

Asn Lys Asp Leu Phe Phe 
115 

Pro Ala Arg Ser Ser Ser 
130 

Met Ala Asn Gly Gly Lys 
145 150 

Arg Thr Leu Asp Gly Glu 
165 

Pro Thr Asp Gly Gin Ala 
180 

Ala Arg Ala Thr Pro Val 
195 

Ala Gly Gin Thr Pro Thr 
210 

<210> 2209 
<211> 353 
<212> DNA 
<213> Homo sapiens 

<400> 2209 

n 999 aa 9 tt: 9 gtactagcct 
60 

agagaaggcc atgagagaga 
120 

ccacagcaga agtgaccaag 
100 

cacagcagag cctgggtctg 
240 

ctctatggaa gcacttaact 
300 

acatgcctgg ggtctgaaat 
353 


75 

Gly Leu Gin Lys Met 
90 

Phe Thr Arg Leu Pro 
105 

Val Thr Arg Ser Ser 
120 

Tyr Ser Glu Ala Asn 
135 

Ser Leu Ser Met Val 
155 

Ala Gly Ser Pro Ala 
170 

Ala Ala Ala Gin Leu 
185 

Asn Leu Ala Gly Leu 
200 

Thr Pro Gly Thr Ser 
215 


cccaaagcca ctctcctgag 
tagcactggg acagatggtg 
ctgtagcttc 'cttagatggc 
gaggcacctt ggggatgttt 
gcctgttccc cgcttattct 
cctggattca aatcctgact 


80 

Val lie Glu Asn Asp 
95 

Ser Pro Thr Pro Glu 
110 

Gly Val Gin Pro Ser 
125 

Glu Pro Asp Leu Gin 
140 

Asp Leu Gin Asp Ala 
160 

Gly Pro Asp Val Leu 
175 

Val Ala Gly Trp Pro 
190 

Ala Thr Val Arg Arg 
205 

Glu Gly Ala 
220 


tgacattgag agcatcctat 
tcagcagagg ggactccaga 
cccaagggtg ggaggcttca 
ttccccatta ggcccctgag 
gtgtttaaac caaggaaaca 
gtgttgtgtg ctt 


< 210 > 2210 

<211> 94 

<212> PRT 

<213> Homo sapiens 

<400> 2210 

Met Arg Glu lie Ala Leu Gly Gin 
1 5 

Asp His Ser Arg Ser Asp Gin Ala 
20 

Gly Gly Arg Leu His Thr Ala Glu 
35 40 

Met Phe Phe Pro lie Arg Pro Leu 
50 55 

Leu Phe Pro Ala Tyr Ser Val Phe 


Met Val Ser Ala Glu Gly Thr Pro 
10 15 

Val Ala Ser Leu Asp Gly Pro Lys 
25 30 

Pro Gly Ser Gly Gly Thr Leu Gly 
45 

Ser Ser Met Glu Ala Leu Asn Cys 
60 

Lys Pro Arg Lys Gin His Ala Trp 
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65 70 75 80 

Gly Leu Lys Ser Trp lie Gin lie Leu Thr Val Leu Cys Ala 
85 90 

< 210 > 2211 
<211> 493 
<212 > DNA 

<213> Homo sapiens 
<400> 2211 

ctgaccacat ctccgacgat cctagacctc tgttctgcat ctcggacacc accgactgct 
60 

cactgtaccc tgggactgca cagagggaaa cgattaccaa acccagagac ggggaccgga 
120 

aggaaggagg ggaaggggat ggatccatgt actttggggt tggagaaatg ggggacagca 
180 

agtctcctca acccaaatac agcccccctg ggaggctcct gccccgtctc tgtggatagt 
240 

gagcccagct gcaagggcgg cctgccaggg acaaacccac caaaaggaaa gatgttgtag 
300 

aaccaaagag aggctccctg aaagaggcgt ctcccggggc ctccaagccc gggagcgccc 
360 

ggcggacagg gggcagtggc caagtctgtg cggaccctga ccgcctcaga gaacgagagc 
420 

atgcgcaaag tcatgcccat caccaagtcc agcagaggcg ccggctggag gcgaccagag 
480 

ctgtcatccc ggg 
493 

<210> 2212 
<211> 126 
<212 > PRT 

<213 > Homo sapiens 
< 4 00 > 2212 

Met Gly Met Thr Leu Arg Met Leu Ser Phe Ser Glu Ala Val Arg Val 
1 5 10 15 

Arg Thr Asp Leu Ala Thr Ala Pro Cys Pro Pro Gly Ala Pro Gly Leu 
20 25 30 

Gly Gly Pro Gly Arg Arg Leu Phe Gin Gly Ala Ser Leu Trp Phe Tyr 
35 40 45 

Asn He Phe Pro Phe Gly Gly Phe Val Pro Gly Arg Pro Pro Leu Gin 
50 55 60 

Leu Gly Ser Leu Ser Thr Glu Thr Gly Gin Glu Pro Pro Arg Gly Ala 

65 70 75 80 

Val Phe Gly Leu Arg Arg Leu Ala Val Pro His Phe Ser Asn Pro Lys 

85 90 95 

Val His Gly Ser lie Pro Phe Pro Ser Phe Leu Pro Val Pro Val Ser 
100 105 110 

Gly Phe Gly Asn Arg Phe Pro Leu Cys Ser Pro Arg Val Gin 
115 120 125 

<210> 2213 
<211> 327 
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<212> DNA 

<213 > Homo sapiens 
<400> 2213 

acgcgtccga ccggcagttc cggcagctgc gggaaagctg cgatgcgctc gccgagcatt 
60 

gccggtgctt cgacacactg ggttatatcg ccctcaaagc acaggtctac gaaggttctg 
120 

acggaaggcc cggccaatcc gatcgcggcc tcggcgctgc gcatcatccg ggcgcgcgtg 
100 

tcgcagctct ggggcacgtc gctgctccgc aacggacggg cggaacagag tgtggtggag 
240 

atcgcccggt tggtcgacgc gatcacgtca cgggacgagg aagccgccca gcgtgcactg 
300 

ctcgaccaca atcgcagcgc gttggaa 
327 

<210> 2214 
<211> 95 
<212> PRT 

<213 > Homo sapiens 
<400> 2214 

Met Arg Ser Pro Ser He Ala Gly Ala Ser Thr His Trp Val lie Ser 
1 5 10 15 

Pro Ser Lys His Arg Ser Thr Lys Val Leu Thr Glu Gly Pro Ala Asn 
20 25 30 

Pro lie Ala Ala Ser Ala Leu Arg lie lie Arg Ala Arg Val Ser Gin 
35 40 45 

Leu Trp Gly Thr Ser Leu Leu Arg Asn Gly Arg Ala Glu Gin Ser Val 
50 55 60 

Val Glu lie Ala Arg Leu Val Asp Ala lie Thr Ser Arg Asp Glu Glu 
65 70 75 80 

Ala Ala Gin Arg Ala Leu Leu Asp His Asn Arg Ser Ala Leu Glu 
85 90 95 

<210> 2215 
<211> 430 
<212> DNA 

<213 > Homo sapiens 
<400> 2215 

ctggggatoa tgccctacat cactgcgtcg atcatcctgc agctgctgac agtcgtgatc 
60 

ccgaagctgg aaacccttaa gaaggagggc gcgtccggtc agaacaagat cacccagtac 
120 

acccgttacc tcactctcgt gcttggcctg ttgcaggcaa cggccttcgt cacgcttgcc 
180 

acctccggcc gtctattcac cnntgcagct ntgccagtcg tctactccac ctcggtcttc 
240 

gaagtcgtcg tcatgatcct gactatgacg gccggtacga ccatcgtcat gtggatgggt 
300 

gagctcatca ccgaccgcgg tatcggcaac ggtatgtcga tcatgatttt cactcagatt 
360 
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gcggcgcgtt tccctgactc gctgtggtct atcaaggtcg ctcgaaatgg cgccggtcag 
420 

gctcacgcgt 

430 

<210> 2216 
<211> 143 
<212> PRT 

<213 > Homo sapiens 


<400> 2216 

Leu Gly He Met Pro Tyr lie Thr 
1 5 

Thr Val Val lie Pro Lys Leu Glu 
20 

Gly Gin Asn Lys lie Thr Gin Tyr 
35 40 

Gly Leu Leu Gin Ala Thr Ala Phe 
50 55 

Leu Phe Thr Xaa Ala Ala Xaa Pro 
65 70 

Glu Val Val Val Met lie Leu Thr 
85 

Met Trp Met Gly Glu Leu lie Thr 
100 

Ser lie Met lie Phe Thr Gin lie 


Ala Ser lie lie Leu Gin Leu Leu 
10 15 

Thr Leu Lys Lys Glu Gly Ala Ser 
25 30 

Thr Arg Tyr Leu Thr Leu Val Leu 
45 

Val Thr Leu Ala Thr Ser Gly Arg 
60 

Val Val Tyr Ser Thr Ser Val Phe 
75 80 
Met Thr Ala Gly Thr Thr lie Val 
90 95 

Asp Arg Gly lie Gly Asn Gly Met 
105 HO 

Ala Ala Arg Phe Pro Asp Ser Leu 


115 120 125 

Trp Ser lie Lys Val Ala Arg Asn Gly Ala Gly Gin Ala His Ala 
130 135 140 


<210> 2217 
<211> 444 
<212> DNA 

<213> Homo sapiens 
<4 00> 2217 

accagggccg cttcgaagga 
60 

atgacgtggc tcgatgacga 
120 

catgccctgg aggccaccgt 
180 

acctgtgccg tgttgcgtga 
240 

gaggactcta gggaaccagt 
300 

gttttcgaga ccgccgaacg 
360 

gagtctgaga agggataccg 
420 

cgagagaatg tctttgctca 
444 

<210> 2218 


cctctctcca gctatcgtga 
cgtgggcgcc gacctgttga 
cccaggtcgg gtcaccacgc 
ccttgctcgc gtggcagtca 
cgatgcggag agagtacagg 
catggtgggg ctggccgccg 
cagcattcac gtcgctccgc 
gtcc 


cgacgacggc gaagcgggct 
atcaggctga ttccatggac 
cggacgccca agtcatccag 
gccagctggg ccgaaatgac 
ctcaagcgnc gatgcgggag 
ccgacgtggt gtgggtctct 
tgagtgttgg cggcttgcta 
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<211> 148 
<212> PRT 

<213> Homo sapiens 
<400 > 2218 

Thr Arg Ala Ala Ser Lys 
1 5 

Ala Lys Arg Ala Met Thr 
20 

Leu Asn Gin Ala Asp Ser 
35 

Gly Arg Val Thr Thr Pro 
50 

Leu Arg Asp Leu Ala Arg 

65 70 
Glu Asp Ser Arg Glu Pro 

85 

Xaa Met Arg Glu Val Phe 
100 

Ala Ala Asp Val Val Trp 
115 

lie His Val Ala Pro Leu 
130 

Phe Ala Gin Ser 
145 

<210> 2219 
< 211 > 688 
<212> DNA 

<213 > Homo sapiens 
<400> 2219 

acgcgtaccg tcgttggcat 
60 

ggcattacga atatggcgtg 
12 0 

tggtcgatcc ttttccccgc 
180 

ggaatgttcc atagtgtgca 
240 

gctttcgcgc tcgttgggta 
300 

cgctattcga ttcgctcggc 
360 

gtgctgatga tctcgggtat 
420 

atcgagacga atctcggcgc 
480 

cccgaaggaa ttcctggctc 
540 

tatatgaggg atgatcttgt 
600 

gcgaagggcg cgggtgtagg 

66 0 


Asp Leu Ser Pro Ala 
10 

Trp Leu Asp Asp Asp 
25 

Met Asp His Ala Leu 
40 

Asp Ala Gin Val lie 
55 

Val Ala Val Ser Gin 
75 

Val Asp Ala Glu Arg 
90 

Glu Thr Ala Glu Arg 
105 

Val Ser Glu Ser Glu 
120 

Ser Val Gly Gly Leu 
135 


gagcgtcctg ccactggaaa 
gatgtggcta tggttcgacg 
tgggtggctg accagcgctt 
gattgcgcgt catgtcagca 
cggatggctt gcgatgcaca 
cttgataatc ggcatcggca 
caggccgttg acatggcgcc 
tccgttcatg ttgctcattg 
taccagtccg cgcccgaccg 
ttctcgacgc cttctacagc 
tctccccggg gctcgttgtg 


lie Val Thr Thr Thr 
15 

Val Gly Ala Asp Leu 
30 

Glu Ala Thr Val Pro 
45 

Gin Thr Cys Ala Val 
60 

Leu Gly Arg Asn Asp 
80 

Val Gin Ala Gin Ala 
95 

Met Val Gly Leu Ala 
110 

Lys Gly Tyr Arg Ser 
125 

Leu Arg Glu Asn Val 
140 


tttggctgtc attcagctac 
agcccggaaa ccgttgggag 
tggtcagtca ggggttcggt 
gttaccacgg catcatggtc 
acttgcgtca ccctgatgag 
tccagttcac ctgggaggca 
cgcttgttat cgattctctc 
tgaaagcttg gcgcgcgcca 
cccgtggcac agcgcgagtc 
gtccttgaga gcctctgcga 
gtccctcctc tgcgtgacgc 


1632 



WO 00/58473 


PCT/US00/0862 1 


agagccgtgt gatgaggcga agtcatga 
688 

< 210 > 2220 
<211> 189 
<212> PRT 

<213> Homo sapiens 
<400> 2220 


Met 

Ser 

Val 

Leu 

Pro 

Leu 

Glu 

lie Trp 

Leu 

Ser 

1 




5 





10 


Thr 

Asn 

Met 

Ala 

Trp 

Met 

Trp 

Leu Trp 

Phe 

Asp 




20 





25 



Trp 

Glu 

Trp 

Ser 

lie 

Leu 

Phe 

Pro 

Ala 

Gly Trp 



35 





40 




val 

Ser 

Gin 

Gly 

Phe 

Gly 

Gly 

Met 

Phe 

His 

Ser 


50 





55 





His 

Val 

Ser 

Ser 

Tyr 

His 

Gly 

lie 

Met 

Val 

Ala 

65 





70 





75 

Tyr Gly 

Trp 

Leu 

Ala 

Met 

His 

Asn 

Leu 

Arg 

His 





85 





90 


Ser- 

lie 

Arg 

Ser 

Ala 

Leu 

lie 

lie 

Gly 

lie 

Gly 




100 





105 



Glu 

Ala 

Val 

Leu 

Met 

lie 

Ser Gly 

lie 

Arg 

Pro 



115 





120 




Leu 

Val 

lie 

Asp 

Ser 

Leu 

lie 

Glu 

Thr 

Asn 

Leu 


130 





135 





Leu 

Leu 

lie 

Val 

Lys 

Ala 

Trp 

Arg 

Ala 

Pro 

Pro 

145 





150 





155 

Ser 

Thr 

Ser 

Pro 

Arg 

Pro 

Thr 

Ala 

Arg 

Gly Thr 





165 





170 


Arg 

Asp 

Asp 

Leu 

Val 

Ser 

Arg 

Arg 

Leu 

Leu 

Gin 




180 





185 




< 210 > 2221 
<211> 530 
<212> DNA 

<213 > Homo sapiens 
<400> 2221 

actagtgtag ctgcaatata tactcgggat ttactacagt 
60 

aaagaagagc aaaccgccat cgctaacgtc ctttccgaca 
120 

ctacaacaac gcctcagtaa aaccaaaacc atcaagcaag 
180 

acagggaaaa cgaggttggt atgagccaca aggtgaattt 
240 

gtattatctc ggtaaatacg ttattgtcac agcctgagct 
300 

ggccttataa atggtcacaa gagaacctaa atgcgctgat 
360 

gtaacaaatc ggcttatcgg ctggggacgg tggtttttca 
420 


Phe Ser Tyr Gly lie 
15 

Glu Pro Gly Asn Arg 
30 

Leu Thr Ser Ala Leu 
45 

Val Gin lie Ala Arg 
60 

Phe Ala Leu Val Gly 
80 

Pro Asp Glu Arg Tyr 
95 

He Gin Phe Thr Trp 
110 

Leu Thr Trp Arg Pro 
125 

Gly Ala Pro Phe Met 
140 

Glu Gly lie Pro Gly 
160 

Ala Arg Val Tyr Met 
175 

Arg Pro 


taagccttat ccttccaccc 
tggacaccga actcgacgcc 
gcatgatgca agaactactc 
agtgcatgag ctggataagc 
tgctattccg gcttatcagc 
gagtgattta cgaatttatc 
ttatcataat gaacccgtag 
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acaacgagaa tacccacaag ctggatattg tagacggtca gcaacgtacc ttaaccttgt 
480 

tgctgctagt caaagccatt ttagaagaac ggttgtctgc gttaacgcgt 
530 

< 210 > 2222 
<211> 67 
<212> PRT 

<213> Homo sapiens 
<400> 2222 

Thr Ser Val Ala Ala lie Tyr Thr Arg Asp Leu Leu Gin Leu Ser Leu 
1 5 10 15 

He Leu Pro Pro Lys Glu Glu Gin Thr Ala lie Ala Asn Val Leu Ser 
20 25 30 

Asp Met Asp Thr Glu Leu Asp Ala Leu Gin Gin Arg Leu Ser Lys Thr 
35 40 45 

Lys Thr lie Lys Gin Gly Met Met Gin Glu Leu Leu Thr Gly Lys Thr 
50 55 60 

Arg Leu Val 
65 

<210> 2223 
<211> 482 
<212> DNA 

<213> Homo sapiens 
<400> 2223 

cggccgccgc ggtagtgagc cctgcgtcgg tggcgtaatg gaaaatgctg cgctggttgg 
60 

acaggcgcga gacattgttg tggacgatgc cgctgtcgat cggtggcacg ccggtgaaga 
120 

tgcatttatc caacggccgg gacagggccg gcagttcaca gtccagtttg taaagcgctg 
180 

cgcgtcctgc gctgatatag gcctggagat gccccatggc gtgtcgggca acctcgtagt 
240 

tcaggccgtc gagcaccaca aggatgacgt tgtgcttcat aaggggagac gctccgcaac 
300 

gataggcttg actcatttca cttgaggaac ggggtcaaaa ctgtgggcgc gggcaagccc 
360 

gctcccacac aagcccgtgc ccacattgga tctccaatgt gggctacagc cttactgcat 
420 

attgatgatg acttcttcct gccacttctg cggcagtgcc ttggaggtct tttcccacgc 

480 

gt 

482 

<210> 2224 
<211> 105 
<212> PRT 

<213 > Homo sapiens 
<400> 2224 

Met Ser Gin Ala Tyr Arg Cys Gly Ala Ser Pro Leu Met Lys His Asn 
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1 5 


Val 

lie 

Leu 

Val 

20 

Val 

Leu Asp 

Ala 

Met 

Gly 

35 

His 

Leu 

Gin 

Ala 

Tyr 

Lys 

50 

Leu 

Asp 

Cys 

Glu 

Leu 

55 

Cys 

65 

lie 

Phe 

Thr 

Gly 

Val 

70 

Pro 

Asn 

Val 

Ser 

Arg 

Leu 

85 

Ser 

Asn 

Asp 

Ala 

Gly 

Leu 

100 

Thr 

Thr 

Ala 


10 

Gly Leu Asn Tyr Glu Val Ala 
25 30 

Tyr He Ser Ala Gly Arg Ala 
40 45 

Pro Ala Leu Ser Arg Pro Leu 
60 

Pro lie Asp Ser Gly lie Val 
75 

Gin Arg Ser lie Phe His Tyr 
90 

Ala Ala 
105 


15 

Arg His 

Ala Leu 

Asp Lys 

His Asn 
80 

Ala Thr 
95 


<210> 2225 

<211> 753 

<212> DNA 

<213 > Homo sapiens 


<4 00 > 2225 

nacgcgtctg atccacacgg gccactgacg tggcgttatg acagggagcg ggccggtgcc 
60 

ggcgtcatcc tcgatctcat gggtcacgga gaggatctcg tccagtatct actcaaaggg 
120 

cgattcactg aggtgtccgc cgtgtccgag acgttcatcc gtcagcgtcc caagccactc 
180 

aaggagggca tcggccacac aggttgggtc gtctcggacg agctcgggcc ggtgggcaac 
240 

gaggattatt gcgctgtcat cgcccgtatg gaaaacggag tgatgtgcac cctggagtcc 
300 

agtcgggtca gtgttgggcc gcgcgcggag tacatcgtcg agatctatgg aaccgacgga 
360 

tcaatccggt ggaacttcga ggatctcaac catttgcagg tctgtctggg gcgaaacaat 
420 

cgtgccctgo agggatatgt caactgcatg gccggaccag acttcccgga gttcatgcgt 
480 

ttccaaccgg gagccggaac atccatgggc tttgacgaca tgaaggtcgt tgaggctgcg 
540 

aaattcgtcc gaggggtctt ggatgggcag caatatggcc catctgtcgc cgatggttgg 
600 

gcctcagcgg aggtcaacga tgcgatcgtt gcctcctgcg ggggaccatg cctggcatga 
660 

cgtgaagccg gtttcgggga gaaccacgtt cgataagtga ccgcgtcatc gcgtgtctgt 
720 

gaccaggcct ggcggcacaa ccaggtcgcc ggc 
753 

<2l0> 2226 
<211> 219 
<212 > PRT 

<213> Homo sapiens 
<400> 2226 

Xaa Ala Ser Asp Pro His Gly Pro Leu Thr Ttp Arg. Tyr Asp Arg Glu 
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15 10 15 

Arg Ala Gly Ala Gly Val He Leu Asp Leu Met Gly His Gly Glu Asp 

20 25 30 

Leu Val Gin Tyr Leu Leu Lys Gly Arg Phe Thr Glu Val Ser Ala Val 

35 40 45 

Ser Glu Thr Phe lie Arg Gin Arg Pro Lys Pro Leu Lys Glu Gly lie 

50 55 60 

Gly His Thr Gly Trp Val Val Ser Asp Glu Leu Gly Pro Val Gly Asn 

65 70 75 80 

Glu Asp Tyr Cys Ala Val lie Ala Arg Met Glu Asn Gly Val Met Cys 

85 90 95 

Thr Leu Glu Ser Ser Arg Val Ser Val Gly Pro Arg Ala Glu Tyr He 

100 105 110 

Val Glu lie Tyr Gly Thr Asp Gly Ser lie Arg Trp Asn Phe Glu Asp 

115 120 125 

Leu Asn His Leu Gin Val Cys Leu Gly Arg Asn Asn Arg Ala Leu Gin 

130 135 140 

Gly Tyr Val Asn Cys Met Ala Gly Pro Asp Phe Pro Glu Phe Met Arg 

145 150 155 160 

Phe Gin Pro Gly Ala Gly Thr Ser Met Gly Phe Asp Asp Met Lys Val 

165 170 175 

Val Glu Ala Ala Lys Phe Val Arg Gly Val Leu Asp Gly Gin Gin Tyr 

180 185 190 

Gly Pro Ser Val Ala Asp Gly Trp Ala Ser Ala Glu Val Asn Asp Ala 

195 200 205 

lie Val Ala Ser Cys Gly Gly Pro Cys Leu Ala 

210 215 

<210> 2227 

<211> 324 

<212> DNA 

<213> Homo sapiens 

<400> 2227 

ggatccgaaa cgttgggagc ataaagcagc atggcgcacc tactgaagac ggtggtggct 
60 

ggctgttcat gtcctttcct tagcaacttg gggtcctcta aggttctacc tgggaagaga 
120 

gactttgta c gaacgcttcg tactcaccag gcactgtggt gtaaatcccc ggtaaagcca 
180 

ggaattccat ataagcagtt gacagttggg gtccccaagg agattttcca aaacgagaag 
240 

cgagttgcat tgtctcctgc gggggtccag gccctggtca agcagggctt caatgttgtc 
300 

gtggaatcag gcgcaggcga agct 
324 

<210> 2228 
<2ll> 98 
<212> PRT 

<213 > Homo sapiens 
<400> 2228 

Met Ala His Leu Leu Lys Thr Val Val Ala Gly Cys Ser Cys Pro Phe 
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1 5 

Leu Ser Asn Leu Gly Ser Ser Lys 
20 

Val Arg Thr Leu Arg Thr His Gin 
35 40 

Lys Pro Gly He Pro Tyr Lys Gin 
50 55 

lie Phe Gin Asn Glu Lys Arg Val 
65 70 

Ala Leu Val Lys Gin Gly Phe Asn 
85 

Glu Ala 


<210> 2229 
<211> 320 
<212> DNA 
<213 > Homo sapiens 

<400> 2229 
acgcgtgaag gggccctgtg acgaggtcat 
60 

cccacagaga gggaacgggc ggggggaggg 
120 

tagctcagcc ccttcctgcg tgcctggccc 
180 

tgggccctgc tctggggact cggcacagat 
240 

gctgtgctgc catcagctcc ttctctgggt 
300 

cctcggtccc gccaagctgt 
320 

<210> 2230 
<211> 94 
<212 > PRT 

<213 > Homo sapiens 
<400> 2230 

Met Gly Gly Pro Asp Gly Glu Ala 
1 5 

Arg Gly Gly Glu Lys Thr Asp Ser 
20 

Pro Ala Cys Leu Ala Leu Gly Gly 
35 40 

Gly Pro Ala Leu Gly Thr Arg His 
.50' 55 

Pro Leu Arg Ser Cys Ala Ala lie 
65 70 

Arg Glu- Ala Ala Ala Gin Gin Ala 
85 

<210> 2231 
<2ll> 671 


10 15 

Val Leu Pro Gly Lys Arg Asp Phe 
25 30 

Ala Leu Trp Cys Lys Ser Pro Val 
45 

Leu Thr Val Gly Val Pro Lys Glu 
60 

Ala Leu Ser Pro Ala Gly Val Gin 
75 80 
Val Val Val Glu Ser Gly Ala Gly 
90 95 


ttctgtccat ggggggtcca gatggtgagg 
gaggagagaa gacagactca ggcagaaccc 
tgggaggatg ccatccccag tcccctcttc 
ggatccagtg catcctcagc cccctgagaa 
acagggcacg ggaagcggct gcccagcagg 


His Arg Glu Gly Thr Gly Gly Gly 
10 15 

Gly Arg Thr Leu Ala Gin Pro Leu 
25 30 

Cys His Pro Gin Ser Pro Leu Leu 
45 

Arg Trp lie Gin Cys lie Leu Ser 
60 

Ser Ser Phe Ser Gly Tyr Arg Ala 
75 80 
Ser Val Pro Pro Ser Cys 
90 


1637 



WO 00/58473 


PCT/US00/08621 


<212> DNA 

<213 > Homo sapiens 
< 4 0 0 > 2231 

gggctgtcta ccacgggctt cgggacttgg ggcagcttcc tgagctctct gagctgcagt 
60 

tccttcaacc acaaaatgag gagagtgcag gacctcagag gcttactgtg aggatggaga 
120 

aaagcccagt tcaatgcccc actgggaaat gcttcccatt aattgtggaa ttgtcgtgcc 
180 

catttactgt cggggtgaca gggggggtgg gggtcagagt agagacagga gaaggaagtg 
240 

agcatttgtg ggatacccac cacgtgccag ggactgaacc ctatctggat ctcctgcagc 
300 

cctcccaatg gcactgtgaa gccagtgttg ttttacagat gaggaaactg agatttgtgg 
360 

ctataacaga taaacagatg accctgaatg gggcaggtca tgtcatctgc catagataca 
420 

tgcatagaac aatgcaaacc agtcagtccc ctctgagtca gaccaggctg accatcaggg 
480 

acatgcagac actggcaggg ctggggttgt tccccatcgg tgatagcctg gtgcccccat 
540 

ggcccctgat gcccacggct gtctggaagg ctgggtcact gctgagaaga caaggagaca 
600 

ttttctctca ccagctttct tttttctatt ccttcttaga cacctgagct gcggtgatca 
660 

cagctcttaa g 
671 

<210> 2232 
<211> 177 
<212> PRT 

<213> Homo sapiens 
<4 00 > 2232 

Met Glu Lys Ser Pro Val Gin Cys Pro Thr Gly Lys Cys Phe Pro Leu 
15 10 15 

He Val Glu Leu Ser Cys Pro Phe Thr Val Gly Val Thr Gly Gly Val 
20 25 30 

Gly Val Arg Val Glu Thr Gly Glu Gly Ser Glu His Leu Trp Asp Thr 
35 40 45 

His His Val Pro Gly Thr Glu Pro Tyr Leu Asp Leu Leu Gin Pro Ser 
50 55 60 

Gin Trp His Cys Glu Ala Ser Val Val Leu Gin Met Arg Lys Leu Arg 

65 70 75 80 

Phe Val Ala lie Thr Asp Lys Gin Met Thr Leu Asn Gly Ala Gly His 

85 90 95 

Val lie Cys His Arg Tyr Met His Arg Thr Met Gin Thr Ser Gin Ser 
100 105 110 

Pro Leu Ser Gin Thr Arg Leu Thr lie Arg Asp Met Gin Thr Leu Ala 
115 120 125 

Gly Leu Gly Leu Phe Pro lie Gly. Asp Ser Leu Val Pro Pro Trp Pro 
130 135 140 

Leu Met Pro Thr Ala Val Trp Lys Ala Gly Ser Leu Leu Arg Arg Gin 
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14 5 150 155 160 

Gly Asp lie Phe Ser His Gin Leu Ser Phe Phe Tyr Ser Phe Leu Asp 
165 170 175 

Thr 


<210> 2233 
<211> 6199 
<212 > DNA 

<213 > Homo sapiens 
<4 00> 2233 

acgcgtgatg atcgggaatg 
60 

gatttcatta aagtgttgcg 
120 

agtgcacaaa gtgaagctga 
180 

ctatccaagt tcctctacca 
240 

aggtcccgga gagagcgagt 
300 

ctcgaccagg gtggagaggc 
360 

tttacccaag ggagccactt 
420 

cgtcgccagc gtaagggcta 
480 

ggctcagaag aacaattgct 
540 

gagggcttca aaacgctgaa 
600 

gatgagaatc tgctgctgtg 
660 

tgcatgctcc gagagattgg 
720 

ttcaagatta tctacatagc 
780 

ggaaagcgcc tggccacata 
840 

tgcaaggagg aaatcagtgc 
900 

atcacacgca agggcgggga 
960 

gagatccatc ttctacatga 
1020 

atccgaaaca ttgagatgac 
1080 

cccaactatg aagatgtggc 
1140 

tttgataaca gcttccgccc 
1200 

aaagctatca aacgtttcca 
1260 


tgaaaatcag ctggttctgc 
gcagcacagg atgatgattt 
aaaggaaagg attatgggaa 
gcttcatgaa accgagaagg 
gcgtcagtct cgaatggaca 
actggctcca cggcaggttc 
tatggccaat aaacgctgtc 
tgaagaggtg catgtgcctg 
cccggtggaa aagctgccaa 
ccggatccag agtaagctct 
tgctcctact ggtgctggga 
gaaacacata aacatggacg 
tcccatgcgc tccctggtcc 
tggcatcact gttgctgagc 
cacacagatt atcgtctgca 
gcgcacctac acccagctgg 
tgacagaggt cctgtcttag 
ccaagaagat gtccgactca 
cacctttctg cgagtcgacc 
cgtgcctctg gaacaaacat 
gatcatgaat gaaatagtct 


tgcttggttt caacaccttt 
tatactgtac cttgctggcc 
agatggaagc tgacccaga'g 
aggatctgat ccgagaggaa 
cagatctgga aaccatggat 
tggacttgga ggacctggtt 
agcttcctga tggatcctcc 
ctttgaagcc caagcccttt 
agtatgccca ggctgggttt 
accgtgctgc ccttgagacg 
agaccaacgt ggccctgatg 
gcacaatcaa tgtggatgac 
aggagatggt gggcagcttt 
tgactgggga tcaccagcta 
cccctgagaa gtgggacatc 
tgcgactcat tgtcttggat 
aagctttggt ggccagggcc 
ttggtctcag tgctaccctc 
ctgctaaggg cctcttctac 
atgtgggcat cacagagaaa 
atgagaaaat catggaacat 
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gctggaaaaa atcaggtgct 
1320 

agggcaatcc gtgacatgtg 
1380 

tctgcctcca ctgaagtcct 
1440 

gatcttttgc cctatggctt 
1500 

ctcgtggagg atctttttgc 
1560 

gcttggggtg tgaatctccc 
-1620 

ccagagaagg ggcgttggac 
1680 

gccggaagac cccagtatga 
1740 

ctacagtact acctgtccct 
1800 

aagcttcctg acatgctcaa 
1860 

gcggtgaact ggctgggcta 
1920 

tatggcatct ctcatgatga 
1980 

ctggttcata cagctgccct 
2040 

acgggcaact tccaggtgac 
2100 

gatacagtgc agacttacaa 
2160 

agggtcttct cattgtcctc 
2220 

gagctgcaga agttgctgga 
2280 

agtgctaaga tcaacgttct 
2340 

gcactgatgg ctgacatggt 
2400 

tttgaaattg tcctgaaccg 
2460 

aagatgatcg acaaacgcat 
2520 

cctgaggaag tagtgaagaa 
2580 

ctgaatcata atgagattgg 
2640 

aaatatgtcc atctgtttcc 
2700 

tccaccctga aggtggagct 
2760 

ggttcatccg aggctttttg 
2820 

catgagtatt ttctcctcaa 
2880 


cgtgtttgtc cattctcgca 
tctggagaag gacactttgg 
tcgtacagaa gcagagcagt 
tgctattcat catgcaggca 
tgataaacat attcaggttt 
tgcacataca gtcatcatca 
agaactggga gcactggaca 
caccaagggt gaaggcatac 
cctcaatcaa caacttccta 
tgcagaaatc gtgctaggaa 
tgcctacctc tatatccgaa 
cctcaaggga gatcccctgc 
gatgctggac aagaacaatc 
agaactgggc cgtatagcca 
ccagctgctg aagcccaccc 
tgagttcaag aacatcacag 
gagggtgcct atccctgtaa 
tctgcaagcc ttcatctcac 
gtatgtcaca cagtcggctg 
aggttgggca cagcttacag 
gtggcagtcc atgtgtcctc 
gattgagaag aagaatttcc 
ggagcttatc cgcatgccaa 
caagttggag ttgtcagtgc 
gaccatcacg ccagacttcc 
gattctggtg gaggatgtgg 
ggccaagtac gcccaggacg 


aagaaactgg gaagacagca 
gtctgtttct tcgcgagggt 
gcaagaactt ggagctgaag 
tgactagagt tgaccgaaca 
tagtttccac cgcaactcta 
aaggcaccca ggtgtacagt 
ttctgcagat gctgggacgt 
tcatcacatc tcatggggag 
ttgaaagcca gatggtttca 
atgtccagaa tgccaaggat 
tgctgcgatc cccaaccctc 
tggaccagcg ccgactagat 
tggtcaagta cgacaagaag 
gccactacta catcaccaat 
tgagtgagat tgagcttttc 
tgagagagga ggagaagctg 
aggagagcat tgaggaaccc 
agctgaaatt ggagggcttt 
gccggttgat gcgagcgata 
acaagaccct gaacctctgc 
tgcgccagtt ccggaaactc 
cctttgagcg tctgtacgac 
agatggggaa gaccatccac 
acctgcagcc tatcacacgc 
agtgggatga aaaggtgcat 
acagcgaggt gattctgcac 
agcacctcat tacattcttc 
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gtgcctgtct ttgaaccgct 
2940 

ctctcttgtg agacccagct 
3000 

ccccctccaa ccgaactttt 
3060 

gcctttgaga gtctttacca 
3120 

tttaacactg tatacaacag 
3180 

aagactattt gtgcagagtt 
3240 

tgtgtgtaca tcacccccat 
3300 

aagttccagg acaggctcaa 
3360 

ctgaagctgc tgggcaaagg 
3420 

tcccggcgat ggaagcagcg 
3480 

gtccacctta tcgggggcga 
3540 

tacatctcct cccagattga 
3600 

aatgccaagg atgtggccca 
3660 

cccaatgtgc gtcccgtccc 
3720 

caaacccgcc tgctctccat 
3780 

aagaagcctg tcattgtctt 
3840 

atcctcacca cctgtgcagc 
3900 

gatctgattc cgtacctgga 
3960 

ggggtgggct acctgcatga 
4020 

ttcagctcag gggctatcca 
4080 

gtggctgccc acctggtaat 
414 0 

tatgtggatt accccatcta 
4200 

caggacgatg aggggcgctg 
4260 

aagttcttat atgagccatt 
4320 

ttcaatgctg agatcgtcac 
4380 

acctggacct ttctgtaccg 
4440 

atctcccatc gtcacttgtc 
4500 


gccccctcag tacttcatcc 
gcctgtctcc ttccggcacc 
ggacctgcag cccttgcccg 
agataaattt cctttcttca 
tgacgacaac gtgtttgtgg 
tgccatcctg cgaatgctgc 
ggaggccctg gcagagcagg 
caagaaggtg gtactcctga 
gaacattatc atcagcaccc 
caagaacgtg cagaacatca 
gaatgggcct gtcttagaag 
gcggcccatt cgcattgtgg 
ctggctgggc tgcagtgcca 
cttggagctg cacatccagg 
ggccaagcct gtgtaccatg 
tgtgccgtct cgcaagcaga 
agacatccaa cggcagaggt 
gaagctaagt gacagcacgc 
ggggctcagc: cccatggagc 
ggtggtggtg gcttctcgga 
catcatggat acccagtact 
tgacgtgctt cagatggtgg 
tgtcatcatg tgtcagggct 
gccagtagaa tctcacctgg 
caagaccatt gagaacaagc 
ccgcatgaca cagaacccca 
ggaccacttg tcagagctgg 


gagtggtgtc tgaccgctgg 
tgatcttgcc ggagaagtac 
tgtctgctct gagaaacagt 
atcccatcca gacccaggtg 
gggcccccac gggcagcggg 
tgcagagctc ggaggggcgc 
tatacatgga ctggtacgag 
caggcgagac cagcacagac 
ctgagaagtg ggacatactt 
acctcttcgt ggtggatgag 
tgatctgctc ccgaatgcgc 
cactcagctc ttcgctctcc 
cctccacctt caacttccat 
gcttcaacat cagccataca 
ctatcaccaa gcactcgccc 
cccgcctcac tgccattgac 
tcttgcactg caccgagaag 
tcaaggaaac gctgctaaat 
gacgcctggt ggagcagctc 
gtctctgctg gggcatgaac 
acaatggcaa gatccacgcc 
gccacgccaa ccgccctttg 
ccaagaagga tttcttcaag 
accactgtat gcatgaccac 
aggatgctgt ggactacctc 
attactacaa cctgcagggc 
tggagcagac cctgagtgac 
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ctggagcagt ccaagtgcat 
4560 

ggcatgatcg ccgcctacta 
4620 

ctcaatgcca agaccaaggt 
4680 

gagaacattc ccatccggca 
4740 

ccccacaagc tgaataaccc 
4800 

caggctcact tgtctcgcat 
4860 

cttagtaagg caatccggct 
4920 

ctcagccctg ctctggcagc 
4980 

aaggactcat acctgaagca 
5040 

gacaagggag tggagagtgt 
5100 

ttgcttcagc tgactgacag 
5160 

aatatcgaac tatcttatga 
5220 

gtggtgctgg tgcagctgga 
5280 

ttcccgcaga aacgtgaaga 
5340 

ctcatctcca tcaagaggct 
5400 

gccccagcca ctggtgccca 
5460 

tgtgaccagg agtacaaatt 
5520 

gattgagtcc tgaggcattt 
5580 

gtacattgta ggaatcctgg 
5640 

agggctggtg ctgtccccgc 
5700 

gacagcaggt gtcatgggtc 
5760 

tagttctttt gagtctgaca 
5820 

tgattccaaa ttaaaagttt 
5880 

attttttagc caggaacgtg 
5940 

ggtgtgctgt cccctgtagc 
6000 

ctggcctcag tggtacccac 
6060 

gctagatcac aggttagggg 
6120 


cagcatcgag gacgagatgg 
ttacatcaac tacaccacca 
gcgagggctt atcgagatca 
ccatgaagac aatctcctga 
taagttcaat gatccgcacg 
gcagctgagt gctgagttgc 
catccaggcc tgcgtggatg 
tatggaactg gcccagatgg 
gctgccacac ttcacctctg 
tttcgacatc atggagatgg 
ccagattgca gatgtggctc 
ggtggtagat aaggacagca 
gcgagaggag gaagtcacag 
gggctggtgg gtggtgattg 
gaccttgcag cagaaggcca 
caactacact ctgtacttca 
cagcgtggat gtgaaagaag 
acttttgggt aaaggagagt 
ttgtggggac caggtctgtg 
ctacctccac ttcctttccc 
aagcataaat catatatagc 
ttctaataaa ataatttgta 
tctttctcca acctgagggc 
cttgttaatg agtatgtctg 
ctcgtgagtc agcccagagg 
acatcagcac taccacaaga 
tttctctaga tgggggttct 


acgtggcgcc tctgaaccta 
ttgagctctt cagcatgtcc 
tctccaatgc agcagagtat 
ggcagttggc tcagaaggtc 
tcaagaccaa cctgctcctg 
agtcagatac ggaggaaatc 
tcctttccag caatgggtgg 
tcacccaagc catgtggtcc 
agcatatcaa acgttgcaca 
aggatgaaga acggaacgcg 
gcttttgtaa ccgctaccct 
tccgcagtgg cgggccagtt 
gccctgtcat tgcgcctctc 
gagatgccaa gtccaatagc 
aggtgaagtt ggactttgtg 
tgagtgacgc ttacatggga 
ctgagacaga cagtgattca 
tgagcctgaa ttaggaatgt 
ggcctcaggt ctggccagcc 
ttgctcactc tggatccagt 
attttcaggc atgttcctgg 
gaaaccattt gtctttgtag 
acggccaaaa agatctggtt 
gaggacagac ctgctcatta 
agggtacatg cgactgtggc 
accaacactg agcctcggaa 
gaaatttgca gtgtctgctc 
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ctgggaggca gcaccagaaa gggcactgaa atgtactagc 
6180 

taaacaggtt ttctaatcc 
6199 

<210> 2234 

<211> 1701 

<212> PRT 

<213 > Homo sapiens 

<400> 2234 


Arg Arg 

Gin Arg 

Lys Gly Tyr 

Glu 

Glu 

Val 

His 

1 




5 





10 


Pro 

Lys 

Pro 

Phe 

Gly Ser 

Glu 

Glu 

Gin 

Leu 

Leu 




20 





25 



Pro 

Lys 

Tyr 

Ala 

Gin 

Ala 

Gly Phe 

Glu Gly 

Phe 



35 





40 




lie 

Gin 

Ser Lys 

Leu Tyr Arg 

Ala 

Ala 

Leu 

Glu 


50 





55 





Leu 

Leu 

Cys 

Ala 

Pro 

Thr 

Gly Ala 

Gly Lys 

Thr 

65 





70 





75 

Cys 

Met 

Leu Arg 

Glu 

lie 

Gly Lys 

His 

lie 

Asn 




85 





90 


Asn 

Val 

Asp Asp 

Phe 

Lys 

lie 

lie 

Tyr 

lie 

Ala 




100 





105 



Val 

Gin 

Glu 

Met 

Val 

Gly 

Ser 

Phe 

Gly Lys 

Arg 



115 





120 




lie 

Thr 

Val 

Ala 

Glu 

Leu 

Thr Gly Asp 

His 

Gin 


130 





135 





lie 

Ser 

Ala 

Thr 

Gin 

lie 

lie 

Val 

Cys 

Thr 

Pro 

145 





150 





155 

lie 

Thr 

Arg 

Lys 

Gly Gly Glu Arg 

Thr 

Tyr 

Thr 





165 





170 


lie 

Val 

Leu Asp 

Glu 

lie 

His 

Leu 

Leu 

His 

Asp 




180 





185 



Leu 

Glu 

Ala 

Leu 

Val 

Ala 

Arg 

Ala 

lie 

Arg 

Asn 



195 





200 




Glu Asp 

Val 

Arg 

Leu 

lie 

Gly Leu 

Ser 

Ala 

Thr 


210 





215 





Asp 

Val 

Ala 

Thr 

Phe 

Leu Arg 

Val 

Asp 

Pro 

Ala 

225 





230 





235 

Phe 

Asp 

Asn 

Ser 

Phe 

Arg 

Pro 

Val 

Pro 

Leu 

Glu 




245 





250 


lie 

Thr 

Glu 

Lys 

Lys 

Ala 

lie 

Lys 

Arg 

Phe 

Gin 




260 





265 



Val 

Tyr Glu 

Lys 

lie 

Met 

Glu 

His 

Ala 

Gly 

Lys 



275 





280 




Phe 

Val 

His 

Ser 

Arg 

Lys 

Glu 

Thr 

Gly 

Lys 

Thr 


290 





295 

' 




Asp 

Met 

Cys 

Leu 

Glu 

Lys 

Asp 

Thr 

Leu 

Gly 

Leu 

305 





310 





315 

Ser 

Ala 

Ser 

Thr 

Glu 

Val 

Leu Arg 

Thr 

Glu 

Ala 





325 





330 


Leu 

Glu 

Leu Lys 

Asp Leu 

Leu 

Pro 

Tyr 

Gly 

Phe 


tggatgtgac ccagtcttaa 


Val Pro Ala Leu Lys 
15 

Pro Val Glu Lys Leu 
30 

Lys Thr Leu Asn Arg 
45 

Thr Asp Glu Asn Leu 
60 

Asn Val Ala Leu Met 
80 

Met Asp Gly Thr lie 
95 

Pro Met Arg Ser Leu 
110 

Leu Ala Thr Tyr Gly 
125 

Leu Cys Lys Glu Glu 
140 

Glu Lys Trp Asp lie 
160 

Gin Leu val Arg Leu 
175 

Asp Arg Gly Pro Val 
190 

lie Glu Met Thr Gin 
205 

Leu Pro Asn Tyr Glu 
220 

Lys Gly Leu Phe Tyr 
240 

Gin Thr Tyr Val Gly 
255 

lie Met Asn Glu lie 
270 

Asn Gin Val Leu Val 
285 

Ala Arg Ala lie Arg 
300 

Phe Leu Arg Glu Gly 
320 

Glu Gin Cys Lys Asn 
335 

Ala He His His Ala 
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Gly 

Met 

Thr 

340 

Arg 

Val 

Asp 

Lys 

His 

355 

lie 

Gin 

val 

Leu 

Asn 

370 

Leu 

Pro 

Ala 

His 

Thr 

385 

Pro 

Glu 

Lys 

Gly 

Arg 

390 

Trp 

Met 

Leu 

Gly 

Arg 

405 

Ala 

Gly 

He 

Leu 

lie 

420 

Thr 

Ser 

His 

Asn 

Gin 

435 

Gin 

Leu 

Pro 

lie 

Met 

450 

Leu 

Asn 

Ala 

Glu 

lie 

465 

Ala 

Val 

Asn 

Trp 

Leu 

470 

Gly 

Ser 

Pro 

Thr 

Leu 

485 

Tyr 

Gly 

Leu 

Leu 

Asp 

500 

Gin 

Arg 

Arg 

Leu 

Asp 

515 

Lys 

Asn 

Asn 

Leu 

Gin 

530 

Val 

Thr 

Glu 

Leu 

Gly 

545 

Asp 

Thr 

Val 

Gin 

Thr 

550 

Tyr 

lie 

Glu 

Leu 

Phe 

565 

Arg 

Val 

Thr 

Val 

Arg 

580 

Glu 

Glu 

Glu 

Val 

Pro 

595 

He 

Pro 

Val 

Lys 

Asn 

610 

Val 

Leu 

Leu 

Gin 

Ala 

625 

Ala 

Leu 

Met 

Ala 

Asp 

630 

Met 

Met 

Arg 

Ala 

lie 

645 

Phe 

Glu 

Thr 

Asp 

Lys 

660 

Thr 

Leu 

Asn 

Gin 

Ser 

675 

Met 

Cys 

Pro 

Leu 

Val 

690 

Lys 

Lys 

lie 

Glu 

Lys 

705 

Leu 

Asn 

His 

Asn 

Glu 

710 

lie 

Lys 

Thr 

lie 

His 

725 

Lys 

Tyr 

Val 

His 

Leu 

740 

Gin 

Pro 

lie 

lie 

Thr 

755 

Pro 

Asp 

Phe 

Gin 


345 


Arg 

Thr 

360 

Leu 

Val 

Glu 

Asp 

Val 

375 

Ser 

Thr 

Ala 

Thr 

Leu 

380 

Val 

lie 

lie 

Lys 

Gly 

395 

Thr 

Thr 

Glu 

Leu Gly 
410 

Ala 

Leu 

Arg 

Pro 

Gin Tyr 
425 

Asp 

Thr 

Gly 

Glu 

440 

Leu 

Gin 

Tyr 

Tyr 

Glu 

455 

Ser 

Gin 

Met 

Val 

Ser 

460 

Val 

Leu 

Gly Asn 

Val 

475 

Gin 

Tyr 

Ala 

Tyr 

Leu 

490 

Tyr 

lie 

lie 

Ser 

His 

505 

Asp 

Asp 

Leu 

Leu 

Asp 

520 

Leu 

Val 

His 

Thr 

Val 

535 

Lys 

Tyr Asp 

Lys 

Lys 

540 

Arg 

lie 

Ala 

Ser 

His 

555 

Tyr 

Asn 

Gin 

Leu 

Leu 

570 

Lys 

Pro 

Phe 

Ser 

Leu 

585 

Ser 

Ser 

Glu 

Lys 

Leu 

600 

Glu 

Leu 

Gin 

Lys 

Glu 

615 

Ser 

lie 

Glu 

Glu 

Pro 

620 

Phe 

lie 

Ser 

Gin 

Leu 

635 

Lys 

Val 

Tyr 

Val 

Thr 

650 

Gin 

Ser 

lie 

Val 

Leu 

665 

Asn 

Arg 

Gly 

Leu 

Cys 

680 

Lys 

Met 

lie 

Asp 

Arg 

695 

Gin 

Phe 

Arg 

Lys 

Leu 

700 

Lys 

Asn 

Phe 

Pro 

Phe 

715 

Glu 

Gly 

Glu 

Leu 

lie 

730 

Arg 

Met 

Val 

His 

Leu 

745 

Phe 

Pro 

Lys 

Thr 

Arg 

760 

Ser 

Thr 

Leu 

Lys 

Trp 

Asp 

Glu 

Lys 

Val 

His 
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Leu 

350 

Phe 

Ala 

Asp 

365 

Ala 

Trp 

Gly 

Val 

Gin 

Val 

Tyr 

Ser 

Asp 

lie 

Leu 

400 

Gin 

Lys 

Gly 

415 

Glu 

Gly 

Leu 

430 

Ser 

Leu 

Leu 

445 

Lys 

Leu 

Pro 

Asp 

Asn 

Ala 

Lys 

Asp 

Arg 

Met 

Leu 

480 

Arg 

Lys 

Gly 

495 

Asp 

Pro 

Ala 

510 

Ala 

Leu 

Met 

525 

Thr 

Gly 

Asn 

Phe 

Tyr 

lie 

Thr 

Asn 

Thr 

Leu 

Ser 

560 

Glu 

Phe 

Lys 

575 

Asn 

lie 

Leu 

590 

Leu 

Glu 

Arg 

605 

Ser 

Ala 

Lys 

lie 

Leu 

Glu 

Gly 

Phe 

Ala 

Gly 

Arg 

640 
Leu N 

Trp 

Ala 

655 

Gin 

Leu 

Lys 

670 

Arg 

Met 

Trp 

685 

Pro 

Glu 

Glu 

Val 

Arg 

Leu 

Tyr 

Asp 

Pro 

Lys 

Met 

720 

Gly 

Leu 

Glu 

735 

Leu 

Ser 

Val 

750 

Glu 

Leu 

Thr 

765 

Gly 

Ser 

Ser 

Glu 
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770 





775 




780 





Ala 

Phe 

Trp 

lie 

Leu 

Val 

Glu 

Asp Val 

Asp 

Ser 

Glu 

Val 

lie 

Leu 

His 

785 





790 




795 





800 

His 

Glu 

Tyr 

Phe 

Leu 

Leu 

Lys 

Ala Lys 

Tyr 

Ala 

Gin 

Asp 

Glu 

His 

Leu 





805 




810 





815 


lie 

Thr 

Phe 

Phe 

Val 

Pro 

Val 

Phe Glu 

Pro 

Leu 

Pro 

Pro 

Gin 

Tyr 

Phe 




820 




825 





830 



He Arg 

Val 

Val 

Ser 

Asp 

Arg 

Trp Leu 

Ser 

Cys 

Glu 

Thr 

Gin 

Leu 

Pro 



835 





840 




845 




Val 

Ser 

Phe Arg 

His 

Leu 

lie 

Leu Pro 

Glu 

Lys 

Tyr 

Pro 

Pro 

Pro 

Thr 


850 





855 




860 





Glu 

Leu 

Leu Asp 

Leu 

Gin 

Pro 

Leu Pro 

Val 

Ser 

Ala 

Leu 

Arg 

Asn 

Ser 

865 





870 




875 





880 

Ala 

Phe 

Glu 

Ser 

Leu 

Tyr 

Gin 

Asp Lys 

Phe 

Pro 

Phe 

Phe 

Asn 

Pro 

lie 





885 




890 





895 


Gin 

Thr 

Gin 

Val 

Phe 

Asn 

Thr 

Val Tyr 

Asn 

Ser 

Asp 

Asp 

Asn 

Val 

Phe 




900 




905 





910 



Val 

Gly 

Ala 

Pro 

Thr 

Gly 

Ser 

Gly Lys 

Thr 

lie 

Cys 

Ala 

Glu 

Phe 

Ala 



915 





920 




925 




He 

Leu 

Arg 

Met 

Leu 

Leu 

Gin 

Ser Ser 

Glu 

Gly Arg 

Cys 

Val 

Tyr 

lie 


930 





935 




940 





Thr 

Pro 

Met 

Glu 

Ala 

Leu 

Ala 

Glu Gin 

Val 

Tyr 

Met 

Asp 

Trp 

Tyr Glu 

945 





950 




955 





960 

Lys 

Phe 

Gin Asp 

Arg 

Leu 

Asn 

Lys Lys 

val 

Val 

Leu 

Leu 

Thr 

Gly Glu 





965 




970 





975 


Thr 

Ser 

Thr Asp 

Leu 

Lys 

Leu 

Leu Gly 

Lys 

Gly Asn 

lie 

lie 

lie 

Ser 




980 




985 





990 



Thr 

Pro 

Glu Lys 

Trp 

Asp 

lie 

Leu Ser 

Arg 

Arg 

Trp 

Lys 

Gin Arg 

Lys 



995 





1000 




1005 



Asn 

Val 

Gin 

Asn 

lie 

Asn 

Leu 

Phe Val 

Val 

Asp 

Glu 

Val 

His 

Leu 

lie 


1010 




1015 



1020 




Gly Gly 

Glu 

Asn 

Gly 

Pro 

Val 

Leu Glu 

Val 

lie 

Cys 

Ser Arg 

Met 

Arg 

1025 




1030 



1035 




1040 

Tyr 

lie 

Ser 

Ser 

Gin 

lie 

Glu 

Arg Pro 

lie 

Arg 

lie 

Val 

Ala 

Leu 

Ser 





1045 



1050 




1055 

Ser 

Ser 

Leu 

Ser 

Asn 

Ala 

Lys 

Asp Val 

Ala 

His 

Trp 

Leu Gly 

Cys 

Ser 




1060 



1065 




1070 


Ala 

Thr 

Ser 

Thr 

Phe 

Asn 

Phe 

His Pro 

Asn 

Val 

Arg 

Pro 

Val 

Pro 

Leu 



1075 




1080 




1085 



Glu 

Leu 

His 

lie 

Gin Gly 

Phe 

Asn lie 

Ser 

His 

Thr 

Gin 

Thr 

Arg 

Leu 


1090 




1095 



1100 




Leu 

Ser 

Met 

Ala 

Lys 

Pro 

Val 

Tyr His 

Ala 

lie 

Thr 

Lys 

His 

Ser 

Pro 

1105 




1110 



1115 




1120 

Lys 

Lys 

Pro 

Val 

lie 

Val 

Phe 

Val Pro 

Ser 

Arg 

Lys Gin 

Thr 

Arg 

Leu 





1125 



1130 




1135 

Thr 

Ala 

lie 

Asp 

lie 

Leu 

Thr 

Thr Cys 

Ala 

Ala 

Asp 

lie 

Gin Arg 

Gin 




1140 



1145 




1150 


Arg 

Phe 

Leu 

His 

Cys 

Thr 

Glu 

Lys Asp 

Leu 

lie 

Pro 

Tyr 

Leu 

Glu 

Lys 



1155 




1160 




1165 



Leu 

Ser 

Asp 

Ser 

Thr 

Leu 

Lys 

Glu Thr 

Leu 

Leu 

Asn 

Gly Val 

Gly 

Tyr 


1170 




1175 



1180 




Leu 

His 

Glu Gly 

Leu 

Ser 

Pro 

Met Glu 

Arg 

Arg 

Leu 

Val 

Glu 

Gin 

Leu 

1185 




1190 



1195 




1200 

Phe 

Ser 

Ser Gly Ala 

lie 

Gin 

Val Val 

Val 

Ala 

Ser 

Arg 

Ser 

Leu 

Cys 
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1205 1210 1215 

Trp Gly Met Asn Val Ala Ala His Leu Val lie lie Met Asp Thr Gin 
1220 1225 1230 

Tyr Tyr Asn Gly Lys lie His Ala Tyr Val Asp Tyr Pro lie Tyr Asp 
1235 1240 1245 

Val Leu Gin Met Val Gly His Ala Asn Arg Pro Leu Gin Asp Asp Glu 
1250 1255 1260 


Gly Arg Cys Val lie Met Cys Gin Gly Ser Lys Lys Asp Phe Phe Lys 

1265 1270 1275 1280 

Lys Phe Leu Tyr Glu Pro Leu Pro Val Glu Ser His Leu Asp His Cys 

1285 1290 1295 


Met His Asp His Phe Asn Ala Glu He Val Thr Lys Thr lie Glu Asn 
1300 1305 1310 


Lys Gin Asp Ala Val Asp Tyr Leu Thr Trp Thr Phe Leu Tyr Arg Arg 
1315 1320 1325 

Met Thr Gin Asn Pro Asn Tyr Tyr Asn Leu Gin Gly lie Ser His Arg 
1330 1335 1340 

His Leu Ser Asp His Leu Ser Glu Leu Val Glu Gin Thr Leu Ser Asp 

1345 - 1350 1355 1360 

Leu Glu Gin Ser Lys Cys lie Ser lie Glu Asp Glu Met Asp Val Ala 

1365 1370 1375 


Pro Leu Asn Leu Gly Met lie Ala Ala Tyr Tyr Tyr lie Asn Tyr Thr 
1380 1385 1390 

Thr lie Glu Leu Phe Ser Met Ser Leu Asn Ala Lys Thr Lys Val Arg 
1395 1400 1405 

Gly Leu lie Glu lie lie Ser Asn Ala Ala Glu Tyr Glu Asn lie Pro 
1410 1415 1420 

lie Arg His His Glu Asp Asn Leu Leu Arg Gin Leu Ala Gin Lys Val 

1425 1430 1435 1440 

Pro His Lys Leu Asn Asn Pro Lys Phe Asn Asp Pro His Val Lys Thr 

1445 1450 1455 

Asn Leu Leu Leu Gin Ala His Leu, Ser Arg Met Gin Leu Ser Ala Glu 
1460 1465 1470 

Leu Gin Ser Asp Thr Glu Glu lie Leu Ser Lys Ala lie Arg Leu lie 
1475 1480 1485 

Gin Ala Cys Val Asp Val Leu Ser Ser Asn Gly Trp Leu Ser Pro Ala 
1490 1495 1500 

Leu Ala Ala Met Glu Leu Ala Gin Met Val Thr Gin Ala Met Trp Ser 

1505 1510 1515 1520 

Lys Asp Ser Tyr Leu Lys Gin Leu Pro His Phe Thr Ser Glu His lie 

1525 1530 1535 

Lys Arg Cys Thr Asp Lys Gly Val Glu Ser Val Phe Asp lie Met Glu 
1540 1545 1550 

Met Glu Asp Glu Glu Arg Asn Ala Leu Leu Gin Leu Thr Asp Ser Gin 
1555 1560 1565 

lie Ala Asp Val Ala Arg Phe Cys Asn Arg Tyr Pro Asn lie Glu Leu 
1570 1575 1580 

Ser Tyr Glu Val Val Asp Lys Asp Ser lie Arg Ser Gly Gly Pro Val 

1585 1590 1595 1600 

Val Val Leu Val Gin Leu Glu Arg Glu Glu Glu Val Thr Gly Pro Val 

1605 1610 1615 

lie Ala Pro Leu Phe Pro Gin Lys Arg Glu Glu Gly Trp Trp Val Val 
1620 1625 1630 

lie Gly Asp Ala Lys Ser Asn Ser Leu lie Ser lie Lys Arg Leu Thr 
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1635 1640 1645 

Leu Gin Gin Lys Ala Lys Val Lys Leu Asp Phe Val Ala Pro Ala Thr 
1650 1655 1660 

Gly Ala His Asn Tyr Thr Leu Tyr Phe Met Ser Asp Ala Tyr Met Gly 

1665 1670 1675 1680 

Cys Asp Gin Glu Tyr Lys Phe Ser Val Asp Val Lys Glu Ala Glu Thr 

1685 1690 1695 

Asp Ser Asp Ser Asp 
1700 

<210> 2235 

<211> 586 

<212> DNA 

<213> Homo sapiens 

<400> 2235 

tctagaatga gtatgaggac actctcacca gagtgaggtg aaggtgtata cagctggcac 
60 

tcagtgcttg cacattctcc actggcagaa tgactcccga cgtggctcgg gctccccgga 
120 

agacacccct cgaagcagtg gtgcctctag catcttcgac ctgaggaacc tggcagctga 
180 

ctcattgttg ccctctctgc tagagcgggc ggccccagaa gatgtggacc ggcgcaatga 
240 

agcccttcga cggcagcacc ggcccccggc cctgcttccc ctctacccgg cacctgacga 
300 

ggatgaagcc ggggaacgct gtagccgcct agagccaccc ccgcgagcac tttggacaaa 
360 

ggatcttggt caagtgtctg tcgctcaagt tcgagattga aattgagccc atctttggga 
420 

tcttggctct gtatgatgtg cggaagaaaa agaagatctc ggaaaacttc tacttcgacc 
480 

tgaactcgga ctccatgaag gggctgcttc gggctcatgg cacccaccct gccatctcca 
540 

ccctggcccg ctctgccatc ttctctgtga cctacccctc acgcgt 
586 

<210> 2236 
<211> 123 
<212 > PRT 

<213> Homo sapiens 
<4 00> 2236 

Met Ser Pro Lys Gin Pro Leu His Gly Val Arg Val Gin Val Glu Val 
15 10 15 

Glu Val Phe Arg Asp Leu Leu Phe Leu Pro His lie lie Gin Ser Gin 
20 - 25 30 

Asp Pro Lys Asp Gly Leu Asn Phe Asn Leu Glu Leu Glu Arg Gin Thr 
35 40 45 

Leu Asp Gin Asp Pro Leu Ser Lys Val Leu Ala Gly Val Ala Leu Gly 
50 55 60 

Gly Tyr Ser Val Pro Arg Leu His Pro Arg Gin Val Pro Gly Arg Gly 

65 70 75 80 

Glu Ala Gly Pro Gly Ala Gly Ala Ala Val Glu Gly Leu His Cys Ala 
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85 90 95 

Gly Pro His Leu Leu Gly Pro Pro Ala Leu Ala Glu Arg Ala Thr Met 
100 105 110 

Ser Gin Leu Pro Gly Ser Ser Gly Arg Arg Cys 
115 120 

<210> 2237 

<211> 421 

<212> DNA 

<213> Homo sapiens 

<400> 2237 

cctaggaagg cacacctgtg tcccactgca gccaagagga agcaccccaa acactcctct 
60 

tggggcgcag gagtgctggc cagcttgggg atagtccctg gaagtggtcg ggagcactga 
120 

gggaggagct gaggtccaag ccctcctcca gtgcatcacc ctggtcagga gtggggcagt 
180 

gtggagccag gggctcttca gccagcacct gctgcactat gggctccagc tgtgcaagac 
240 

cacccgtgag aaggagtctt gttgggagca gggtggggaa gcactgtggg agaggtgtcc 
300 

ttggctcggg tagcagggac cttgatgtat cttgaagcca gggggccgac tgaggcgctt 
360 

gtctgaaggc ctccatgaga gggagggggc tggagggggc tgttcccaat aatagctcta 

420 
t 

421 

<210> 2238 
<211> 124 
<2 12> PRT 

<213 > Homo sapiens 
<4 00> 2238 


Met 

Glu 

Ala 

Phe 

Arg 

Gin 

Ala 

Pro 

Gin 

Ser 

Ala 

Pro 

Trp 

Leu 

Gin 

Asp 

1 




5 





10 





15 


Thr 

Ser 

Arg 

Ser 

Leu 

Leu 

Pro 

Glu 

Pro 

Arg 

Thr 

Pro 

Leu 

Pro 

Gin 

Cys 




20 





25 





30 



Phe 

Pro 

Thr 

Leu 

Leu 

Pro 

Thr 

Arg 

Leu 

Leu 

Leu 

Thr 

Gly 

Gly 

Leu 

Ala 



35 





40 





45 




Gin 

Leu 

Glu 

Pro 

lie 

Val 

Gin 

Gin 

Val 

Leu 

Ala 

Glu 

Glu 

Pro 

Leu 

Ala 


50 





55 





60 





Pro 

His 

Cys 

Pro 

Thr 

Pro 

Asp 

Gin 

Gly 

Asp 

Ala 

Leu 

Glu 

Glu 

Gly 

Leu 

65 





70 





75 





80 

Asp 

Leu 

Ser 

Ser 

Ser 

Leu 

Ser 

Ala 

Pro 

Asp 

His 

Phe 

Gin 

Gly 

Leu 

Ser 




85 





90 





95 


Pro 

Ser 

Trp 

Pro 

Ala 

Leu 

Leu 

Arg 

Pro 

Lys 

Arg 

Ser 

Val 

Trp 

Gly 

Ala 




100 





105 





110 



Ser 

Ser 

Trp 

Leu 

Gin 

Trp 

Asp 

Thr 

Gly 

Val 

Pro 

Ser 







115 





120 










<210> 2239 
<211> 623 
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<212 > DNA 

<213> Homo sapiens 
<400> 2239 

gctagcagga ctcagaaatc tgctgttgag cacaaagcca aaaaatctct gtcccatcct 
60 

agccattcca ggcctgggcc catggtcacc ccacacaata aggctaagag tccaggtgtc 
120 

aggcagccag gcagcagctc tagctcagcc cctgggcagc ccagcacagg ggttgctcga 
180 

cccacagtta gttctggccc tgtgcctagg cgccagaatg gcagctccag ctcaggacct 
240 

gagcgatcaa tcagtgggtc caagaagcca accaatgact caaatccctc taggcggaca 
300 

gtcagtggta catgtggccc tggacaacct gcaagcagct caggtggccc tgggcgaccc 

360 - 

atcagtggtt cagttagttc tgcaagaccc ttgggcagct ctcgtggccc tggccggcct 

420 

gtgagcagtc cacatgaact tcgacgacca gtgagtggct tgggcccccc ggggcggtct 
480 

gtcagtggcc ctgggagatc cataagtggc ccaattccag ctggacggac tgtcagtaat 
540 

tcagtcccag gaagaccagt gagcagcttg ggacctgggc aaacagttag tagctcaggt 
600 

cccactataa agcctaagtg cac 
623 

<210> 2240 
<211> 207 
<212> PRT 

<213> Homo sapiens 


<400> 2240 

Ala Ser Arg Thr Gin Lys Ser Ala 
1 5 

Leu Ser His Pro Ser His Ser Arg 
20 

Asn Lys Ala Lys Ser Pro Gly val 
35 40 

Ser Ala Pro Gly Gin Pro Ser Thr 
50 55 

Ser Gly Pro Val Pro Arg Arg Gin 
65 70 

Glu Arg Ser lie Ser Gly Ser Lys 
85 

Ser Arg Arg Thr Val Ser Gly Thr 
100 

Ser Ser Gly Gly Pro Gly Arg Pro 
115 120 

Arg Pro Leu Gly Ser Ser Arg Gly 
130 135 

His Glu Leu Arg Arg Pro Val Ser 
145 150 

Val Ser Gly Pro Gly Arg Ser lie 


Val Glu His Lys Ala Lys Lys Ser 
10 15 

Pro Gly Pro Met Val Thr Pro His 
25 30 

Arg Gin Pro Gly Ser Ser Ser Ser 
45 

Gly Val Ala Arg Pro Thr Val Ser 
60 

Asn Gly Ser Ser Ser Ser Gly Pro 

75 80 

Lys Pro Thr Asn Asp Ser Asn Pro 

90 ' 95 

Cys Gly Pro Gly Gin Pro Ala Ser 

105 HO 

lie Ser Gly Ser Val Ser Ser Ala 
125 

Pro Gly Arg Pro Val Ser Ser Pro 
140 

Gly Leu Gly Pro Pro Gly Arg Ser 

155 160 

Ser Gly Pf*o He Pro Ala Gly Arg 
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Thr Val 
Gly Gin 




165 





170 

Ser 

Asn 

180 

Ser 

Val 

Pro 

Gly 

Arg 

185 

Pro 

Thr 

195 

Val 

Ser 

Ser 

Ser 

Gly 

200 

Pro 

Thr 


1*75 

Val Ser Ser Leu Gly Pro 
190 

He Lys Pro Lys Cys 
205 


<210> 2241 
<211> 656 
<212> DNA 

<213 > Homo sapiens 


<400> 2241 

nnacgcgtga agggcagcag caacaccacg gagtgtgttc ccgtgcccac ctccgagcac 
60 

gtggccgaga tcgtgggcag gcaaggctgc aagattaagg ccttgagggc caagaccaac 
120 

acctacatta gaaccccggg aaggggcgag gaaccagtgt tcatggtgac agggcgacgg 


180 

gaggacgtgg ccacagcccg gcgggaaatc atctcagcag cggagcactt ctccatgatc 
240 

cgtgcctccc gcaacaagtc aggcgccgcc tttggtgtgg ctcctgctct gcccggccag 
300 

gtgaccatcc gtgtgcgggt gccctaccgc gtggtggggc tggtggtggg ccccaaaggg 
360 

gcaaccatca agcgcatcca gcagcaaacc aacacataca ttatcacacc aagccgtgac 
420 

cgcgaccccg tgttcgagat cacgggtgcc ccaggcaacg tggagcgtgc gcgcgaggag 
480 

atcgagacgc acatcgcggt gcgcactggc aagatcctcg agtacaacaa tgaaaacgac 


540 . 

ttcctggcgg ggagccccga cgcagcaatc gatagccgct actccgacgc ctggcgggtg 
600 

caccagcccg gctgcaagcc cctctccacc ttccggcaga acagcctggg ctgcag 


656 

<2 10 > 2242 
<211> 218 
<212> PRT 

<213> Homo sapiens 


<400> 2242 


Xaa Arg 

Val 

Lys 

Gly 

Ser 

Ser 

Asn 

1 



5 




Thr Ser 

Glu 

His 

Val 

Ala 

Glu 

lie 



20 





Lys Ala 

Leu 

Arg 

Ala 

Lys 

Thr 

Asn 


35 





40 

Gly Glu 

Glu 

Pro 

val 

Phe 

Met 

Val 

50 





55 


Thr Ala 

Arg 

Arg 

Glu 

lie 

lie 

Ser 

65 




70 



Arg Ala 

Ser 

Arg 

Asn 

Lys 

Ser Gly 




85 




Leu Pro 

Gly 

Gin 

val 

Thr 

lie 

Arg 


Thr Thr Glu Cys Val Pro Val Pro 
10 15 

Val Gly Arg Gin Gly Cys Lys lie 
25 30 

Thr Tyr lie Arg Thr Pro Gly Arg 
45 

Thr Gly Arg Arg Glu Asp Val Ala 
60 

Ala Ala Glu His Phe Ser Met lie 
75 8° 

Ala Ala Phe Gly Val Ala Pro Ala 
90 95 

Val Arg Val Pro Tyr Arg Val Val 
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X00 105 110 

Giy Leu Val Val Gly Pro Lys Gly Ala Thr He Lys Arg lie Gin Gin 
115 120 125 

Gin Thr Asn Thr Tyr lie lie Thr Pro Ser Arg Asp Arg Asp Pro Val 
130 115 140 

Phe Glu lie Thr Gly Ala Pro Gly Asn Val Glu Arg Ala Arg Glu Glu 

145 150 155 160 

lie Glu Thr His lie Ala Val Arg Thr Gly Lys lie Leu Glu Tyr Asn 

165 170 175 

Asn Glu Asn Asp Phe Leu Ala Gly Ser Pro Asp Ala Ala lie Asp Ser 
180 185 190 

Arg Tyr Ser Asp Ala Trp Arg Val His Gin Pro Gly Cys Lys Pro Leu 
195 200 205 

Ser Thr Phe Arg Gin Asn Ser Leu Gly Cys 
210 215 

<210> 2243 

<211> 384 

<212> DNA 

<213 > Homo sapiens 

<400> 2243 

gaattcagca tttaaatgtc actcgttggc atgcaatttg ctgtcatgaa aacgactgtg 
60 

gattcatttc ctggtaagaa tcttctgact tattgagctg catgtcagaa gcaaaaagca 
120 

aaaaaaccaa atatgtacat aaaacagtgt tatcattcct taaaagagaa ggaaaataaa 
180 

tccctaaata atgtggactg gaacacagaa atccaaggct ggccgcacgg gtcctggctg 
240 

ggatggcatc cggggagctg ctgctgggga cgtgcttgcc ggcacaggtc aggggagccg 
300 

ggttctgcct cctccttgcc cactctcttt gcgccctccc tgtgctcgcc tgtcttgttt 
360 

tacctcccat cctgggccct tgga 
384 

<210> 2244 
<211> 108 
<212> PRT 

<213 > Homo sapiens 


<4 00> 2244 


Met Gly 

Gly 

Lys 

Thr 

Arg 

Gin 

Ala 

.Ser 

Thr 

Gly Arg 

Ala 

Gin 

Arg Glu 

1 



5 





10 





15 

Trp Ala 

Arg 

Arg 

Arg 

Gin 

Asn 

Pro 

Ala 

Pro 

Leu 

Thr 

Cys 

Ala 

Gly Lys 



20 





25 





30 


His Val 

Pro 

Ser 

Ser 

Ser 

Ser 

Pro 

Asp 

Ala 

lie 

Pro 

Ala 

Arg 

Thr Arg 


35 





40 





45 



Ala Ala 

Ser 

Leu 

Gly 

Phe 

Leu 

Cys 

Ser 

Ser 

Pro 

His 

Tyr 

Leu 

Gly lie 

50 





55 





60 




Tyr Phe 

Pro 

Ser 

Leu 

Leu 

Arg 

Asn 

Asp 

Asn 

Thr 

Val 

Leu 

Cys 

Thr Tyr 

65 




70 





75 




80 

Leu Val 

Phe 

Leu 

Leu 

Phe 

Ala 

Ser 

Asp 

Met 

Gin 

Leu 

Asn 

Lys 

Ser Glu 
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85 90 
Asp Ser Tyr Gin Glu Met Asn Pro Gin Ser Phe 
100 105 

<210> 2245 

<211> 632 

<212> DNA 

<213 > Homo sapiens 

<400 > 2245 

acgcgtgcga ttaccgtcaa ggctggtgtg gtgagcgctg 
60 

tcgagagaag aggtcggacg cgagaggctc aactatggtc 
120 

gaggcccaca agcatttcac gtggcgtcat ggcgaggctg 
180 

gcggccgaac tgtcgcaccg gtacctggga ctgtccgatg 
240 

actatcctgt ctgagatcgg attgcctgtt acctgtgacg 
300 

cgcaagacga tgaacgtgga caagaaaacc agggtagacc 
360 

ttgcggtttg tcggtattca caaacccggt caggtcgcca 
420 

gccgctttag ccgagtgcta cgaccggtgt tccgcacggt 
480 

atgtggctgc gggtcagtcg gcattcaggc ctccgtgacg 
540 

gacgattcgg gaaatatctt gttgggcact cttgagcctc 
600 

cttaagttca gtatcgacgg catgaatccg ga 
632 

<210> 2246 
<211> 153 
<212 > PRT 

<213> Homo sapiens 
<400> 2246 

Thr Arg Ala He Thr Val Lys Ala Gly Val Val 
l 5 10 

Glu Arg Thr Ser Ser Arg Glu Glu Val Gly Arg 
20 25 

Gly His Thr Leu Ala His Ala lie Glu Ala His 
35 40 

Arg His Gly Glu Ala Asp Ala Val Gly Met Val 
50 55 

Ser His Arg Tyr Leu Gly Leu Ser Asp Glu Val 
65 70 75 

Thr lie Leu Ser Glu lie Gly Leu Pro Val Thr 
85 90 

Trp Ala Asp Leu Arg Lys Thr Met Asn Val Asp 
100 105 

Asp Pro Gin Thr Gly Arg Gin Val Leu Arg Phe 


95 


Ser 


atctgcacga 

acaccttggc 

acgcggtggg 

aggtcgttgc 

agattaagtg 

cgcagaccgg 

tgatcgtcga 

aaaaacgttc 

ccgtcgaccc 

gcctgattcc 


gcggacgtct 

ccacgctatt 

catggtgttt 

gcgcacccgc 

ggcagatctg 

gcgtcaagtg 

ccctgacgag 

ggaaatgaac 

caagtgatgt 

ccatacccga 


Ser Ala 

Glu Arg 

Lys His 
45 

Phe Ala 
60 

Val Ala 
Cys Asp 
Lys Lys 
Val Gly 


Asp Leu His 
15 

Leu Asn Tyr 
30 

Phe Thr Trp 

Ala Glu Leu 

Arg Thr Arg 
80 

Glu lie Lys 
95 

Thr Arg Val 
110 

lie His Lys 


1652 



WO 00/58473 


PCT/USOO/0862 1 


115 120 125 

Pro Gly Gin Val Ala Met lie Val Asp Pro Asp Glu Ala Ala Leu Ala 
130 135 140 

Glu Cys Tyr Asp Arg Cys Ser Ala Arg 
145 150 


<210> 2247 
<211> 324 
<212> DNA 

<213> Homo sapiens 
<400> 2247 

gggcgttcgc ctccagggtt ctccccgaca ctggatgcca acctgcccag gggcagaagg 
60 

gaggttgggc gtggggagtg ccgggtacag tcagagttgc caggacagtt tggagcagtg 
120 

cctcttaatc ttggccgcac agcacctggg agctttaaat agacccccac gccctgggcg 
180 

cccccaccgc tgacccaccc gatctcagct ctgcctttcc cgcctctctg ctgggttgca 
240 

taagccagcg attcccaacc ccggctgtac ctggaagcta ccccaggagc ttctggagaa 
300 

tgtgccgtgt gagccatccc cctg 
324 

<210> 2248 
<211> 105 
<212 > PRT 

<213> Homo sapiens 
<400> 2248 

Met Ala His Thr Ala His Ser Pro Glu Ala Pro Gly Val Ala Ser Arg 
1 5 10 15 

Tyr Ser Arg Gly Trp Glu Ser Leu Ala Tyr Ala Thr Gin Gin Arg Gly 
20 25 30 

Gly Lys Gly Arg Ala Glu lie Gly Trp Val Ser Gly Gly Gly Ala Gin 
35 40 45 

Gly Val Gly Val Tyr Leu Lys Leu Pro Gly Ala Val Arg Pro Arg Leu 
50 55 60 

Arg Gly Thr Ala Pro Asn Cys Pro Gly Asn Ser Asp Cys Thr Arg His 

65 70 75 80 

Ser Pro Arg Pro Thr Ser Leu Leu Pro Leu Gly Arg Leu Ala Ser Ser 

85 90 55 

Val Gly Glu Asn Pro Gly Gly Glu Arg 
100 105 


<210> 2249 
<211> 394 
<212> DNA 

<213 > Homo sapiens 
<400> 2249 

gaaaaccgga taacagggtg tatacaagcc tctgagttct gggagcaaca accagctcaa 
60 
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cccgcaaggg aaagtgagaa agcaattaag ttgggaaccg cggggttttc ccattcccac 
120 

ggtggaaacc gcggccagtg aattgaaatc cgcttcctta aggcgaaatg ggcccttaaa 
180 

aggcaaggtc aaccgcccgc cagtgtgatg gaatttgcaa gaattcggtt tagcaccctc 
240 

ccggcttttc tcccgaccgc gtgcagggtg ggctgcgctg ggcctgggag gaactgggag 
300 

ctgggggctc atgtcctgta taaaggggct gcaggggcgc tgtctccccc cagaagactg 
360 

gccacatggg gacaggcctc ctgggggcag atct 
394 

<210 > 2250 
<211> 104 
<212> PRT 

<213 > Homo sapiens 
<4 00> 2250 

Met Ser Pro Gin Leu Pro Val Pro Pro Arg Pro Ser Ala Ala His Pro 
1 5 10 15 

Ala Arg Gly Arg Glu Lys Ser Arg Glu Gly Ala Lys Pro Asn Ser Cys 
20 25 30 

Lys Phe His His Thr Gly Gly Arg Leu Thr Leu Pro Phe Lys Gly Pro 
35 40 45 

Phe Arg Leu Lys Glu Ala Asp Phe Asn Ser Leu Ala Ala Val Ser Thr 
50 55 60 

Val Gly Met Gly Lys Pro Arg Gly Ser Gin Leu Asn Cys Phe Leu Thr 

65 70 75 80 

Phe Pro Cys Gly Leu Ser Trp Leu Leu Leu Pro Glu Leu Arg Gly Leu 

85 90 95 

Tyr Thr Pro Cys Tyr Pro Val Phe 
100 

<210> 2251 
<211 > 654 
<212 > DNA 

<213 > Homo sapiens 
<400> 2251 

acgcgtactt attcgccacc atgattatga ccagtgtttc cagtccgttc agttgttgca 
60 

gtggaatagt caggttaaat ttaatgtgac cgtttatcgc aatctgccga ccactcgcga 
120 

ttcaatcatg acttcgtgat aaaagattga gtgtgaggtt ataacgccga agcggtaaaa 
180 

attttaattt ttgccgctga ggggttgacc aagcgaagcg cggtaggttt tctgcttagg 
240 

agtttaatca tgtttcagac ttttatttct cgccataatt caaacttttt ttctgataag 
300 

ctggttctca cttctgttac tccagcttct tcggcacctg ttttacagac acctaaagct 
360 

acatcgtcaa cgttatattt tgatagtttg acggttaatg ctggtaatgg tggttttctt 
420 
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cattgcattc agatggatac atctgtcaac gccgctaatc aggttgtttc tgttggtgct 

gatattgctt ttgatgccga ccctaaattt tttgcctgtt tggttcgctt tgagccttct 
540 

tcggttccga ctaccctccc gactgcctat gatgtttatc ctttggatgg tcgccatgat 
600 

ggtggttatt ataccgtcaa ggactgtgtg actattgacg tccttcctcg tacg 
654 

<210> 2252 
<211> 135 
<212> PRT 

<213> Homo sapiens 


<400> 22S2 

Met Phe Gin Thr Phe lie Ser Arg His Asn 
1 5 10 

Lys Leu Val Leu Thr Ser Val Thr Pro Ala 
20 25 

Gin Thr Pro Lys Ala Thr Ser Ser Thr Leu 
35 40 

Val Asn Ala Gly Asn Gly Gly Phe Leu His 
50 55 

Ser Val Asn Ala Ala Asn Gin Val Val Ser 
65 70 

Phe Asp Ala Asp Pro Lys Phe Phe Ala Cys 
85 9° 

Ser Ser Val Pro Thr Thr Leu Pro Thr Ala 

100 1°5 

Asp Gly Arg His Asp Gly Gly Tyr Tyr Thr 
115 120 

He Asp Val Leu Pro Arg Thr 
130 135 


Ser Asn Phe Phe Ser Asp 
15 

Ser Ser Ala Pro Val Leu 
30 

Tyr Phe Asp Ser Leu Thr 
45 

Cys lie Gin Met Asp Thr 
60 

Val Gly Ala Asp lie Ala 
75 80 
Leu Val Arg Phe Glu Ser 
95 

Tyr Asp Val Tyr Pro Leu 
110 

Val Lys Asp Cys Val Thr 
125 


<210> 2253 
<211> 327 
<212> DNA 

<213> Homo sapiens 


<400> 2253 

ggatcctgct gggcctcttt tacgtgatgt tgacccagcc gctggtgcgc attattcgcg 
60 

cactgagcac cagcaagcag gcccgcctgg attgcccacc gggtcacgaa aacgatgaaa 


tcggcgtatt ggtcaacgtc gccaaccagc aattcgacaa tatggaaacc gaaatcgagc 
180 

agcgccgcca cgccgaggac cgcctcaccg aatacctggg ccaactggaa gatatcgtct 
240 

ccgcacgcac cctggagctc aaggccagca accaacgctt gagccaatcc aacgatgagc 
300 

tggaagcggc aaagttgacc gccttgg 
327 

<210> 2254 
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< 211 > 100 
<212> PRT 

<213 > Homo sapiens 
<400> 2254 


Met 

Leu 

Thr 

Gin 

Pro 

Leu 

Val 

Arg 

1 




5 




Lys 

Gin 

Ala 

Arg 

Leu 

Asp 

Cys 

Pro 




20 





Gly Val 

Leu 

Val 

Asn 

Val 

Ala 

Asn 



35 





40 

Glu 

lie 

Glu 

Gin 

Arg 

Arg 

His 

Ala 


50 





55 


Gly 

Gin 

Leu 

Glu 

Asp 

He 

Val 

Ser 

65 





70 



Ser 

Asn 

Gin 

Arg 

Leu 

Ser 

Gin 

Ser 





85 




Leu 

Thr 

Ala 

Leu 








100 






lie 

lie 

Arg 

Ala 

Leu 

Ser 

Thr 

Ser 


10 



- 


15 


Pro 

Gly 

His 

Glu 

Asn Asp 

Glu 

lie 

25 





30 



Gin 

Gin 

Phe 

Asp 

Asn 

Met 

Glu 

Thr 





45 




Glu 

Asp 

Arg 

Leu 

Thr 

Glu Tyr 

Leu 




60 





Ala 

Arg 

Thr 

Leu 

Glu 

Leu 

Lys 

Ala 



75 





80 

Asn 

Asp 

Glu 

Leu 

Glu 

Ala 

Ala 

Lys 


90 





95 



<210> 2255 
<211> 357 
<212> DNA 

< 2 1 3 > Homo sapiens 


<400> 2255 

nngctagcac atgagaagtg tgaagtttat actttgcttg ggcgatcacg ccgttttcca 
60 

aatatggctc atgcaacttc tggccaaagg ggtcacattg agcgtgctgc tatcaatgct 
120 

cctgtacagg gcagtgcagc tgatgttgct atgtgtgcaa tgcttgagat agacaggaat 
180 

actcgtctta aggagcttgg ttggacgcta ctcttgcagg tgcatgatga agtgatactg 
24 0 

gaagggcctt cagagtctgc ggagtnggcc aagtccatag ttgttgagtg catgtctaag 
300 

cccttctatg gcaccaatat cctgagggtc gaccttgctg ttgatgccaa gtgtgca 


357 

<210> 2256 
<211> 119 
<212 > PRT 

<213 > Homo sapiens 


<400> 2256 


Xaa 

Leu 

Ala 

His 

Glu 

Lys 

Cys 

Glu 

Val 

Tyr Thr Leu 

1 




5 





10 


Arg 

Arg 

Phe 

Pro 

Asn 

Met 

Ala 

His 

Ala 

Thr 

Ser Gly 



20 





25 



lie 

Glu 

Arg 

Ala 

Ala 

lie 

Asn 

Ala 

Pro 

Val 

Gin Gly 



35 





40 




Val 

Ala 

Met 

Cys 

Ala 

Met 

Leu 

Glu 

lie 

Asp 

Arg Asn 


50 





55 




60 

Glu 

Leu 

Gly 

Trp 

Thr 

Leu 

Leu 

Leu 

Gin 

Val 

His Asp 


Leu Gly Arg Ser 
15 

Gin Arg Gly His 
30 

Ser Ala Ala Asp 
45 

Thr Arg Leu Lys 
Glu Val lie Leu 
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65 70 

Glu Gly Pro Ser Glu Ser Ala Glu 
85 

Cys Met Ser Lys Pro Phe Tyr Gly 
100 

Ala Val Asp Ala Lys Cys Ala 
115 

<210> 2257 
<211> 626 
<212> DNA 
<213 > Homo sapiens 

<400 > 2257 

nnaatgacaa aaaatatgaa ccaaaatagt 
60 

ctgaaaccta aattagaaaa tctgagttct 
120 

gtatatctac atgaagaatt acagcaggac 
180 

ttagaagaag agttcctggc tttgaagaaa 
240 

gaagaaatgg agaagcacag aagtaatagc 
300 

actactgttg gcaatgatga tgatggacta 
360 

gagcatgaca ggcctgcaga taaaacagct 
420 

tatcctgagg ctgactttgc tgactcaatg 
4 80 

gaattgtctc actctgttta tgagaatttt 
540 

tataaaggta ggaccactgc ataaatgcaa 
600 

gtatacattg ctgagaactg acgcgt 
626 ' 

<210> 2258 
<2ll> 187 
<212> PRT 

<213> Homo sapiens 
<400> 2258 

Xaa Met Thr Lys Asn Met Asn Gin 
1 5 

Asn Tyr Lys Ser Leu Lys Pro Lys 
20 

Pro Asp Ser Asp Arg Thr Ser Glu 
35 40 

Gin Asp Met Gin Lys Phe Lys Asn 
50 55 

Phe Leu Ala Leu Lys Lys Glu Asn 
65 70 

Glu Glu Met Glu Lys His Arg Ser 


75 80 
Xaa Ala Lys Ser lie Val Val Glu 
90 95 

Thr Asn lie Leu Arg Val Asp Leu 
105 HO 


gacagtggca gtacaaataa ctataaaagc 
ttaccaccag attctgacag aacatcagaa 
atgcaaaagt ttaagaatga ggtcaacaca 
gaaaatgttc aacttcataa agaggttgaa 
acagaattat caggaaccct aactgatggt 
aatcagcaga ttcctaggaa ggaaaatgaa 
aatgaaaaga acaaggtcaa aaaccaaata 
gagccatctg aaatagcctc agaggattgt 
atgttgctga ttgaacaact tagaatggag 
ggccttttga tgtatcctgc agtaatgtgt 


Asn Ser Asp Ser Gly Ser Thr Asn 
10 15 

Leu Glu Asn Leu Ser Ser Leu Pro 
25 30 

Val Tyr Leu His Glu Glu Leu Gin 
45 

Glu Val Asn Thr Leu Glu Glu Glu 
60 . 

Val Gin Leu His Lys Glu Val Glu 
75 80 
Asn Ser Thr Glu Leu Ser Gly Thr 
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85 90 95 

Leu Thr Asp Gly Thr Thr Val Gly Asn Asp Asp Asp Gly Leu Asn Gin 
100 105 110 

Gin lie Pro Arg Lys Glu Asn Glu Glu His Asp Arg Pro Ala Asp Lys 
115 120 125 

Thr Ala Asn Glu Lys Asn Lys Val Lys Asn Gin lie Tyr Pro Glu Ala 
130 135 140 

Asp Phe Ala Asp Ser Met Glu Pro Ser Glu lie Ala Ser Glu Asp Cys 

145 150 155 150 

Glu Leu Ser His Ser Val Tyr Glu Asn Phe Met Leu Leu lie Glu Gin 

165 170 175 

Leu Arg Met Glu Tyr Lys Gly Arg Thr Thr Ala 
180 185 

<210> 2259 
<211> 425 
<212> DNA 

<213> Homo sapiens 
<400> 2259 

acgcgtcaca atgataaagc cattatattc atcaagaggt aaatcattct tgaaattttc 
60 

taaaggtaaa cacttacgtg taacacgttc atcaaagaat tcaggaacca catattctgg 
120 

acggtcatct acgactgtaa cacgacagcc aataaacaat agcaaatcag taatagctcg 
180 

gctaacatga cctgcaccta atacgagaac tgacggatca ttttctacag gttgtacgaa 
240 

acactccatt tcgcctacca tgcatagaga attcagcttt gctttatcta cagtaaatcc 
300 

ttcaatagga gttccgtata gaacccttcc atcttcagca taaatagtct tatccccttg 
360 

acgaggaccg gatagaacgg taaccattac ggtagcttca gtaacctgta gacgattttt 

420 

catga 

425 

<210> 2260 
<211> 141 
<212> PRT 

<213 > Homo sapiens 
<4 00> 2260 

Met Lys Asn Arg Leu Gin Val Thr Glu Ala Thr Val Met Val Thr Val 
IS 10 15 

Leu Ser Gly Pro Arg Gin Gly Asp Lys Thr lie Tyr Ala Glu Asp Gly 
20 25 30 

Arg Val Leu Tyr Gly Thr Pro lie Glu Gly Phe Thr Val Asp Lys Ala 
35 40 45 

Lys Leu Asn Ser Leu Cys Met Val Gly Glu Met Glu Cys Phe Val Gin 
50 . 55 60 

Pro Val Glu Asn Asp Pro Ser Val Leu Val Leu Gly Ala Gly His Val 

65 70 75 80 

Ser Arg Ala lie Thr Asp Leu Leu Leu Phe lie Gly Cys Arg Val Thr 
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85 90 95 

Val Val Asp Asp Arg Pro Glu Tyr Val Val Pro Glu Phe Phe Asp Glu 
100 105 HO 

Arg Val Thr Arg Lys Cys Leu Pro Leu Glu Asn Phe Lys Asn Asp Leu 
115 120 125 

Pro. Leu Asp Glu Tyr Asn Gly Phe He lie Val Thr Arg 
130 135 140 

<210> 2261 
<211> 660 
<212> DNA 

<213> Homo sapiens 
<4 00> 2261 

ngctagctgc tgctcctgag gatcggccgc agaatattgc tgccgatctg tccgggttgc 
,60 

ttgagcccaa gcgcgaggtc gatgtgtccg gcgaccgcgc gcgttgcggt gggagcatag 
120 

tgtcggtgca cgctgaccga gaggtccgtg cggagagtac tcccgatgat atttgcgggc 
180 

agctcgatgc cgtggccgcc atgatggccc ttgtctatgg gtcgaatgtg actattcccg 
240 

acgatgccgg gaggctcttc gacaagcttc actgaacggt gttcaattgg tcccaacggc 
300 

tgcccatgtg ggcagccgct ctatctcgtc atgggaagga acccgatgtc gtcacgcaat 
360 

ggtttccagg ccaccgacct ggctcttatc gcggtctttg cagccctcat tgctgtgcta 
420 

gccgtcatcc cgccgatgtt catggtgggg gcggtccctt ttgcccttca gatggttgcc 
480 

gtcatgctgg cgccgatggt gctgggaagt atccgtggcg gatgcgcggt aggcttgtat 
540 

atccttgtcg gcgcgctggg gctgcccgtc ttcagcggtg ggtctagcgg gattggcgtc 
600 

ctggtgggtc ccactggtgg gtatctatgg ggatggctga tcggcgcttt cgtggcgggt 
660 

<210> 2262 
<211> 139 
<212 > PRT 

<213> Homo sapiens 
<400> 2262 

Met Pro Gly Gly Ser Ser Thr Ser Phe Thr Glu Arg Cys Ser He Gly 
15 10 15 

Pro Asn Gly Cys Pro Cys Gly Gin Pro Leu Tyr Leu Val Met Gly Arg 
20 25 30 

Asn Pro Met Ser Ser Arg Asn Gly Phe Gin Ala Thr Asp Leu Ala Leu 
35 40 45 

lie Ala Val Phe Ala Ala Leu lie Ala Val Leu Ala Val lie Pro Pro 
50 55 60 
Met Phe Met Val Gly Ala Val Pro Phe Ala Leu Gin Met Val Ala Val 

65 70 75 80 

Met Leu Ala Pro Met Val Leu Gly Ser lie Arg Gly Gly Cys Ala Val 
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85 90 95 

Gly Leu Tyr lie Leu Val Gly Ala Leu Gly Leu Pro Val Phe Ser Gly 
100 105 110 

Gly Ser Ser Gly lie Gly Val Leu Val Gly Pro Thr Gly Gly Tyr Leu 
115 120 125 

Trp Gly Trp Leu lie Gly Ala Phe Val Ala Gly 
130 135 

<210> 2263 

<211> 491 

<212> DNA 

<213> Homo sapiens 

<400> 2263 

nacgcgttcc cggtcgaccg aggcaaaggc aaaagtaagc agggtgcccg tagtccccgt 
60 

tcccaccgcg gtatggctgg gtcactgctg acagatggcg tccccctgct gatctttccg 
120 

gagggcaccc ggtctcgcac cggcgcaatg ggcaccttca aacctggggc tgccgcattg 
180 

gctatttcac gtggggttcc ggttatcccg attgctttag taggagcatg ggcggctatg 
240 

ccgtccgagc aagccaggtt accaaaagga cgtccattgg tccacgtggc tattggacac 
300 

cctatggacc ctgttcccgg cgagatcgcc caccaattct ccgaacggat tcgtcgccag 
360 

gtcattgagt tgcacgacca aaccgcccgc gcctacggca tgccaaccct tgacgaatac 


420 

ggacgccacc gcgcgctaag ccaggcctcc gagagcggcg acaccgcatc caccaaccac 
480 

tcgacgtgca c 


491 

<210> 2264 
<211> 163 
<212 > PRT 

<213> Homo sapiens 


<400> 2264 


Xaa 

Ala 

Phe 

Pro 

Val Asp 

Arg 

Gly 

1 




5 




Arg 

Ser 

Pro 

Arg 

Ser 

His 

Arg 

Gly 




20 





Gly 

Val 

Pro 

Leu 

Leu 

lie 

Phe 

Pro 


35 





40 

Ala 

Met 

Gly 

Thr 

Phe 

Lys 

Pro 

Gly 


50 





55 


Gly 

Val 

Pro 

Val 

lie 

Pro 

lie 

Ala 

65 





70 



Pro 

Ser 

Glu 

Gin 

Ala Arg 

Leu 

Pro 





85 




Ala 

He 

Gly 

His 

Pro 

Met 

Asp 

Pro 




100 





Phe 

Ser 

Glu 

Arg 

lie 

Arg 

Arg 

Gin 


Lys 

Gly 

Lys 

Ser 

Lys 

Gin 

Gly 

Ala 


10 





15 


Met 

Ala 

Gly 

Ser 

Leu 

Leu 

Thr 

Asp 

25 





30 



Glu 

Gly 

Thr 

Arg 

Ser 

Arg 

Thr 

Gly 





45 




Ala 

Ala 

Ala 

Leu 

Ala 

lie 

Ser 

Arg 




60 





Leu 

Val 

Gly Ala 

Trp 

Ala 

Ala 

Met 



75 





80 

Lys 

Gly 

Arg 

Pro 

Leu 

val 

His 

Val 


90 





95 


Val 

Pro 

Gly Glu 

lie 

Ala 

His 

Gin 

105 





110 



Val 

lie 

Glu 

Leu 

His 

Asp 

Gin 

Thr 
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115 120 12S 

Ala Arg Ala Tyr Gly Met Pro Thr Leu Asp Glu Tyr Gly Arg His Arg 

130 135 140 

Ala Leu Ser Gin Ala Ser Glu Ser Gly Asp Thr Ala Ser Thr Asn His 
145 ' 150 155 160 

Ser Thr Cys 


<2 10> 2265 

<211> 328 

<212 > DNA 

<213> Homo sapiens 


<400> 2265 

ccatgggaat aggccaacac ggatggatct actgtataac 
60 

gtcaacacgg cagacacatg ctggcagaaa ccctgctgga 
120 

cataccaccc gagaggagga gagggtggtg ggagaaatca 
180 

cggaagggct cggaaatgta agactgcacc ttgcaggaac 
240 

tcactcactt acgtcaagca cttgagagca gctgcgaaca 
300 

tttagcacgt gactgggacc actggaca 
328 


ttgcctgcca tcaggaaaga 
gttgcccctg agcattgatg 
gatcagagtt caaaatgcac 
tgtcaatgcc actaccaata 
caattctctg actcctaacc 


<210> 2266 
< 211 > 100 
<212> PRT 

<213> Homo sapiens 


Met 

Gly 

lie 

Gly 

Gin 

His 

Gly Trp 

lie 

Tyr 

Cys 

lie 

l 



5 





10 


Ala 

Ser Gly 

Lys 

Ser 

Gin 

His 

Gly Arg 

His 

Met 

Leu 



20 





25 




Glu 

Leu 

Pro 

Leu 

Ser 

He 

Asp 

Ala 

Tyr 

His 

Pro 

Arg 



35 





40 





Gly Gly 

Arg 

Asn 

Gin 

lie 

Arg 

Val 

Gin 

Asn 

Ala 

Pro 


50^ 





55 





60 

Asn 

Val 

Arg 

Leu 

His 

Leu 

Ala 

Gly Thr 

Val 

Asn 

Ala 

65 




70 





75 

Glu 

Thr 

His 

Leu 

Arg 

Gin 

Ala 

Leu 

Glu 

Ser 

Ser Cys 





85 





90 



Thr 

Pro 

Asn 

Leu 












100 










30 


45 


Leu Pro 
15 

Leu Leu 

Glu Gly 

Leu Gly 

Asn lie 
80 

Ser Leu 
95 


<210> 2267 
<211 > 370 
<212 > DNA 

<213 > Homo sapiens 


<400> 2267 
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agatctatgc aggtagcgct ggtctccggg gggtaagttg tccactccct gtcagatggc 
6° 

agaccatgga gggctaatgc aggctgggaa ggctaggcag agttcccaga aacaggtcac 
120 

cgagggagcc accactgaat tgcactctcg ctggggagtt aagccatatc cccctaagac 
180 

agcagtgacc ggagtggcca atctgtacag ggacaggctc aaggccacag caactcaggg 
240 

gacagagatg gtgaagcagg catgtcctaa agcctccctt cttaaccctg accttgaagg 
300 

acaggaaaca agtcatttac gtatgttgta ggcctagagc aagggattgc agagatgggc 
360 

gtcaacgcgt 

370 

<210> 2268 

<211> 91 

<212> PRT 

<2 13 > Homo sapiens 

< 4 0 0> 2268 

Met Ala Asp His Gly Gly Leu Met Gin Ala Gly Lys Ala Arg Gin Ser 
1 .5 10 15 

Ser Gin Lys Gin Val Thr Glu Gly Ala Thr Thr Glu Leu His Ser Arg 
20 25 30 

Trp Gly Val Lys Pro Tyr Pro Pro Lys Thr Ala Val Thr Gly Val Ala 
35 40 45 

Asn Leu Tyr Arg Asp Arg Leu Lys Ala Thr Ala Thr Gin Gly Thr Glu 
50 55 « 50 

Met Val Lys Gin Ala Cys Pro Lys Ala Ser Leu Leu Asn Pro Asp Leu 
65 70 75 80 

Glu Gly Gin Glu Thr Ser His Leu Arg Met Leu 
85 50 

<210> 2269 

<2 11> 507 

<212> DNA 

<213 > Homo sapiens 

<4 00> 2269 

ctctccgacc gcgtcaaccc cggcaatatc cgcaagttcg acgaccagat cgaatcgatt 
60 

tgtaaggctg ccaccgagca cggtacgagc atccgaatcg gcgtgaatgc tgggtctctc 
120 

gacaaacgtc tgcttgacaa atacggagcc ccgaccgccg aggctatggt ggagtcggca 
180 

ctgtgggagg ccagcctctt tgagcaatac ggattccggg atttcaaaat ctcggtgaag 
240 

caccacgacc cggtcgtcat gatccgtgcc tatgaacagc tcgccgccaa atgcgattat 
300 

ccccttcatt tgggcgttac tgaggctggt ccggccttcc aaggcaccat caagtcggcg 
360 

gtggccttcg ggcatctcct tgccgagggt atcggcgata ccatacgcgt ctccttgtcg 
420 
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gctgatccgg tcgaggaagt caaggtgggt atcaagatcc tggagtcgct caacctacgt 
480 

cctcgaggtc tagagatcgt ctcctgc 
507 

<210> 2270 
<211> 169 
<212> PRT 

<213 > Homo sapiens 


<400> 2270 

Leu Ser Asp Arg Val Asn Pro Gly 
1 5 

lie Glu Ser lie Cys Lys Ala Ala 
20 

He Gly Val Asn Ala Gly Ser Leu 
35 40 

Gly Ala Pro Thr Ala Glu Ala Met 
50 55 

Ser Leu Phe Glu Gin Tyr Gly Phe 
65 70 

His His Asp Pro Val Val Met lie 
85 

Lys Cys Asp Tyr Pro Leu His Leu 
100 

Phe Gin Gly Thr lie Lys Ser Ala 
115 120 

Glu Gly lie Gly Asp Thr lie Arg 
130 135 

Glu Glu Val Lys Val Gly He Lys 
145 150 

Pro Arg Gly Leu Glu lie Val Ser 
165 


Asn lie Arg Lys Phe Asp Asp Gin 
10 15 

Thr Glu His Gly Thr Ser lie Arg 
25 30 

Asp Lys Arg Leu Leu Asp Lys Tyr 
4 5 

Val Glu Ser Ala Leu Trp Glu Ala 
60 

Arg Asp Phe Lys lie Ser Val Lys 
75 80 

Arg Ala Tyr Glu Gin Leu Ala Ala 
90 95 

Gly Val Thr Glu Ala Gly Pro Ala 
105 HO 

Val Ala Phe Gly His Leu Leu Ala 
125 

Val Ser Leu Ser Ala Asp Pro Val 
140 

lie Leu Glu Ser Leu Asn Leu Arg 
155 160 

Cys 


<210> 2271 
<211> 573 
<212 > DNA 

<213 > Homo sapiens 
<400> 2271 

nncgccgacc cggacttcca 
60 

ccgatggtcg acgaaagcct 
120 

gaaggcatgg cgccgttgac 
180 

ctggcggacc accaagggcg 
240 

gaggcggact ttatccgcca 
300 

cgggcgctca aggccaaggc 
360 

atgctcgctg gggtcatcct 
420 


ggagatgtta cgtgcgctgg 
ggaacagttc gcccagttgc 
ctcggacgcg gtggcgcggt 
tgtgtccgcg cgcattggcg 
cctggcgggc gacgagatga 
cacgcgtacc gggcgtgtat 
gatcgacacc gccggtgcgg 


tggacttcga cgaagacatc 
tcaaaacccg cacctcggaa 
tggccactta cagcgcacgg 
acttgttcca actggtcagc 
ctgatgccgg ccatatcgaa 
cggcgcggat tctcgacgac 
ccgtgggcaa atgcaacggg 
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ctgacggtgc tggaagtcgg cgattcggcg ttcggcgtgc cggcgcggat ttccgccacg 
480 

gtgtacccgg gcggcagcgg cattgtcgac atcgagcgcg aagttaacct cggccagccg 
540 

atccactcca agggcgtgat gatccttacc ggt 
573 

<210> 2272 
<2X1> 191 
<212> PRT 

<2l3> Homo sapiens 
<400> 2272 

Xaa Ala Asp Pro Asp Phe Gin Glu Met Leu Arg Ala Leu Val Asp Phe 
1 5 10 15 

Asp Glu Asp lie Pro Met Val Asp Glu Ser Leu Glu Gin Phe Ala Gin 
20 25 30 

Leu Leu Lys Thr Arg Thr Ser Glu Glu Gly Met Ala Pro Leu Thr Ser 
35 40 45 

Asp Ala Val Ala Arg Leu Ala Thr Tyr Ser Ala Arg Leu Ala Asp His 
50 55 60 

Gin Gly Arg Val Ser Ala Arg He Gly Asp Leu Phe Gin Leu Val Ser 

65 70 75 80 

Glu Ala Asp Phe lie Arg His Leu Ala Gly Asp Glu Met Thr Asp Ala 

85 90 95 

Gly His lie Glu Arg Ala Leu Lys Ala Lys Ala Thr Arg Thr Gly Arg 
100 105 HO 

Val Ser Ala Arg lie Leu Asp Asp Met Leu Ala Gly Val lie Leu lie 
115 120 125 

Asp Thr Ala Gly Ala Ala Val Gly Lys Cys Asn Gly Leu Thr Val Leu 
130 135 140 

Glu val Gly Asp Ser Ala Phe Gly Val Pro Ala Arg lie Ser Ala Thr 

145 150 155 160 

Val Tyr Pro Gly Gly Ser Gly lie Val Asp lie Glu Arg Glu Val Asn 

165 170 175 

Leu Gly Gin Pro lie His Ser Lys Gly Val Met lie Leu Thr Gly 
180 185 190 

<210> 2273 
<211> 4355 
<212> DNA 

<213 > Homo sapiens 
<400> 2273 

tctttccagc atgcctccgg cttcttgggg gaacacagtc ccggtggtca gaggtcctgc 
60 

aggggaggcc tctctctgga acgcctaccc aactccatcg cctcccgctt ccgcctgaca 
120 

gagagggagg aggaagtgat cacctgtttt gagagggcct cctggatcgc tcaggtgttc 
180 

ctgcaggaat tggagaagac cacaaataac agcacgtcga ggcatctgaa aggctgtcac 
240 

ccgcttgact atgagctcac ctacttcctg gaagctgccc tccagagcgc ctatgtgaaa 
300 
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aacctgaaga aggggaacat cgtgaagggc atgagagagc tccgggaggt gctgcggact 
360 

gtggagacca aagcaactca gaacttcaaa gtgatggcgg ccaagcacct ggcgggggtc 
420 

ctgctgcact ccctgagtgg agtgctactg gagccccctg tcccaccctc tgcctgagtt 
480 

atgggcaagg aggagagttc tttcgccact caggccctgc ggaaacctca cctctatgaa 
540 

ggagacaacc tctactgccc caaggacaac atcgaggaag ccctcctgct cctcctcatc 
600 

agcgaatcca tggcaactcg agatgtggtg ctgagccggg tgccggagca ggaggaggac 
660 

cggacagtga gcttgcagaa tgccgcagcc atctatgacc tcctgagcat cacgttgggc 
720 

agaaggggac agtacgtcat gctctcggag tgcctggagc gagccatgaa gtttgcgttt 
780 

ggagaatttc acctttggta ccaggtggcc ctctccatgg tggcttgtgg gaagtcagcc 
840 

tacgctgtgt ccctgctgcg ggagtgtgtg aagttgcggc cctcggaccc caccgtgccc 
900 

ctgatggccg cgaaggtctg catcgggtcc cttcgctggc tagaggaagc agagcacttt 
960 

gccatgatgg tgatcagcct cggagaggaa gccggggagt tcctccccaa gggctacctg 
1020 

gctctgggtc tcacctatag cctgcaggcc accgacgcca ccctgaagtc caagcaagat 
1080 

gaattgcacc ggaaggcact gcagacgctg gagagggctc agcagctggc gcccagtgac 
1140 

ccccaggtca tcctctatgt ctcgctgcag ctggccctcg tccgacagat ctccagtgcc 
1200 

atggagcagc tgcaggaggc cctgaaggta cgcaaggatg atgcccacgc cctccacctg 
1260 

ctggcactgc tcttctctgc ccagaagcac caccagcatg ccctggatgt tgtcaacatg 
1320 

gccatcaccg agcaccctga gaacttcaac ctgatgttca ccaaggtgaa gctggagcag 
1380 

gtgctgaaag gcccagagga agccctcgtg acctgcagac aagtgctgag gctgtggcag 
1440 

accctgtaca gcttctccca gctgggaggc ctagaaaagg atggcagctt cggtgagggc 
1500 

ctcaccatga agaagcagag tggcatgcac ctgactttgc ctgatgccca tgatgcagac 
1560 

tctggctccc ggcgggcttc gtccatcgcc gcctcccggc tggaggaggc catgtcagag 
1620 

ctgactatgc cctcttcggt cctgaagcag ggccccatgc agctgtggac cacgctggaa 
1680 

cagatctggc tgcaggctgc tgagctgttc atggagcagc agcacctcaa ggaagcaggt 
1740 

ttctgcatcc aggaggcggc gggcctcttc cccacttctc actcagtact ctatatgcgg 
1800 

ggccggctgg ctgaggtgaa gggcaacctg gaggaggcca agcagctgta caaggaggcg 
1860 

ctcacggtga acccagatgg cgtgcgcatc atgcatagcc tgggtctgat gctgagtcgg 
1920 


1665 



WO 00/58473 


PCT/US00/08621 


ctgggccaca agagcttggc ccagaaggtg cttcgtgatg ccgtggagag gcagagtacg 
1980 

tgccacgagg cgtggcaggg cctgggcgag gtgctgcagg cccagggcca gaacgaggct 
2040 

gccgttgact gcttcctcac cgcccttgag ctggaggcca gcagccctgt actgcccttc 
2100 

tccatcatcc ccagagagct ctgacgacgc tgcagccgca gggagggagg ggctggccag 
2160 

agggagaggc agcagggaac gtgggtcagg gtggggcaac agtggcatca ggtgcggggc 
2220 

ctcagggaaa tacatcttta gtgaacgcct ctgcagctgc agccctcgtt ctcttggctg 
2280 

ggccaagagg gccttcctgg atttctttgt tggtgccttg ggaaacagtc tgacttgaac 
2340 

cctaagtgcc tttggagagt tttgtggtga ccagacttgc tccccaagag ctgggcagcg 
2400 

gggagcctca cagctgtcct tcaccctcac ccatgcctct ggcttggggt ctgggtgggg 
2460 

ggttctcact ccccactctc agcacagtac agacttctgg atctctctca ggtcttgccc 
2520 

agggcggtca caatgtgaag aaactgcggg caagtgggaa gactatgaga tttctgggtt 
2580 

cccttctcag acttggagtt agtagatgat tcctgcattg cccctgcttg ccctctgaga 
2640 

ccagctgggc cccaccttgc tctttccccc tgctaccaag tgcctttggg gcctctgggg 
2700 

tctgaccagg ggtactgagc accggcccta acacttccat ctccacccac cccatctccc 
2760 

tggcgatgtg ctccagccca agcagcctcc gtaggcttta gatcctgtgg ttgccagatc 
2820 

cagtcctttc taataccctg agtcaacaca ttactcctgc aggtcttagg ctacaatgca 
2880 

ggtcccttga gggccaccaa catggaggta ggcagtttct aggactgtcc ccagtacatc 
2940 

tcaccaccca cagccctttt tttgccttga ttcgagcctc accctggcct tttggcttcc 
3000 

cctgcctgag agagacctga ggaggggaca gagcccagcc cctctcctgt ggctgagcag 
3060 

gcctctgtgt ccatgacacc tgtcttccgg gcctgggggc tgtgggtgta tgtcctccct 
3120 

actggcttcc ccggcccctg ctgcatgatg ctcttggaac tcttccccaa ggagtcagtc 
3180 

ccccaggcct atcaggggat ccttttgtat ctgcactttg ggttttagtt tcaaagctcc 
3240 

atcaggtaca gcttgcattt caggatgtgt ggaaagctcg ggtgagggct gccccggttc 
3300 

atcatagctc caccttcctc ggaaggagtg ggctgttgga gaccccccat ccatggcaca 
3360 

ctagctcagc actgcatttc ccgagatgat tcccaagaca gctggtgcct cctggctttc 
3420 

ctgtgccagg ccaaggggca ccacagagga ccctggatcc tttgcctctt cttggttgaa 
3480 

ggatctctat gtatgtgtgt atataaatat agttttttat ctatatatat aaaatagaga 
3540 
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tctatttttt ttctggaatt ctgttagaaa agtaaagaaa aagcaaatgc tgttggttta 
3600 

tctcagggtg cccaaagtgg ttatagtcaa tttttggtac taggaaaggc acccaatgca 
3660 

tttcctgact tttaagcatt tccttgttgg aagcagcaga gggccaggcc aagttgctga 
3720 

cagtgacttt gcaggttgaa taaagaaacc cttggagggg aagcaggctt gtctgaagca 
3780 

gcatgtatat tcactgggca tgtagctccc acaccagcct tgagccaggc cctggacagg 
3840 

aggggctgtt gcaggatgag ggaggccaga gaaggcatcg aagccaagac ctgggcccag 
3900 

ctggggaggg atgtgggaaa ggaaggatgg gagggaggac cctctgggaa aatgtggatt 
3960 

tgagctggtg agagtgttgc taaggctggg ctaaagcctg gagagggtag gaggaggcaa 
4020 

gaggggtcca ggcagggctg atcctggcct ctgacctgtc cagggcgacc cctgaag ccc 
4080 

ctgctgcctc tgggcattgc tgggagaggc caaggcagga ctcacgtctg aacagagatc 
4140 

ccctcgggca ttgctgatgg gccaccttca gctgcaggga agaagcctag gagaggaggc 
4200 

atgggaggga cctgggcctt gttcagattg gccacctctg ctgagaagtc cataccagta 
4260 

cacccctaat aagttatgcc acataccaac gtactgtgga tattataacc tgcattaaaa 
4320 

caactctaaa gaacgctgct catttaaaaa aaaaa 
4355 

<210> 2274 
<211> 158 
<212> PRT 
<213 > Homo sapiens 

<400> 2274 

Ser Phe Gin His Ala Ser Gly 
1 5 

Gin Arg Ser Cys Arg Gly Gly 
20 

lie Ala Ser Arg Phe Arg Leu 
35 

Cys Phe Glu Arg Ala Ser Trp 
50 55 

Glu Lys Thr Thr Asn Asn Ser 
65 70 

Pro Leu Asp Tyr Glu Leu Thr 
85 

Ala Tyr Val Lys Asn Leu Lys 
100 

Glu Leu Arg Glu Val Leu Arg 
115 

Phe Lys Val Met Ala Ala Lys 
130 135 

Leu Ser Gly Val Leu Leu Glu 


Phe 

Leu 

Gly Glu 

His 

Ser 

Pro 

Gly 

Gly 



10 





15 


Leu 

Ser 

Leu 

Glu Arg 

Leu 

Pro 

Asn 

ser 


25 





30 



Thr 

GlU 

Arg 

Glu 

Glu 

Glu 

Val 

lie 

Thr 

40 





45 




He 

Ala 

Gin 

Val 

Phe 

Leu 

Gin 

Glu 

Leu 





60 





Thr 

Ser 

Arg 

His 

Leu 

Lys Gly 

Cys 

His 




75 





80 

Tyr 

Phe 

Leu 

Glu 

Ala 

Ala 

Leu 

Gin 

Ser 


90 





95 


Lys 

Gly 

Asn 

lie 

Val 

Lys Gly 

Met 

Arg 

105 





110 



Thr 

Val 

Glu 

Thr 

Lys 

Ala 

Thr 

Gin 

Asn 

120 





125 




His 

Leu 

Ala Gly val 

Leu 

Leu 

His 

Ser 





140 





Pro 

Pro 

Val 

Pro 

Pro 

Ser 

Ala 
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145 150 155 

<2I0> 2275 

<211> 608 

<212 > DNA 

<213 > Homo sapiens 

<400> 2275 

ctcaagtaca aaaagcatca tatcaacgca aacagcaata ccagcaacaa ctcctacctt 
60 

ccctgcatct gtcatcactt atgaaaccca aacagagaga tctagagcac aaacaataca 
120 

aaggagaaca ggagacctca aaaggaagaa ccaggctgtg ccccaacctt ttttccaaac 
18° , 

caaagttctg gcttcactac acccactgct atgacacctc ctgttctaac cacagccgaa 
240 . 

acttcagtca agcccagtgt ctctgcattc actcattccc caccagaaaa cacaactggg 
300 

atttcaagca caatcagttt tcattcaaga actcttaatc tgacagatgt gattgaagaa 
360 

ctagcccaag caagtactca gactttgaag agcacaattg cttctgaaac aactttgtcc 
420 

agcaaatcac accagagtac cacaactagg aaagcaatca ttagacactc aaccatacca 
480 

ccattcttga gcagcagtgc tactctaata ccagttccca tctcccctcc ctttactcag 
540 

agagcagtta ctgacaacgt ggcgactccc atttccgggc ttatgacaaa tacagtggtc 
600 

aagctgcg 

608 

<210 > 2276 
<211> 167 
<212 > PRT 

<2l3> Homo sapiens 
<400 > 2276 


Ser 

Thr 

Asn 

Asn 

Thr 

Lys 

Glu 

Asn 

Arg 

Arg 

Pro 

Gin 

Lys 

Glu 

Glu 

Pro 

1 




5 





10 





15 


Gly Cys 

Ala 

Pro 

Thr 

Phe 

Phe 

Pro 

Asn 

Gin 

Ser 

Ser 

Gly 

Phe 

Thr 

Thr 




20 





25 





30 



Pro 

Thr 

Ala 

Met 

Thr 

Pro 

Pro 

Val 

Leu 

Thr 

Thr 

Ala 

Glu 

Thr 

Ser 

Val 



35 





40 





45 




Lys 

Pro 

Ser 

Val 

Ser 

Ala 

Phe 

Thr 

His 

Ser 

Pro 

Pro 

Glu 

Asn 

Thr 

Thr 


50 





55 





60 





Gly lie 

Ser 

Ser 

Thr 

lie 

Ser 

Phe 

His 

Ser 

Arg 

Thr 

Leu 

Asn 

Leu 

Thr 

65 





70 





75 





80 

Asp 

Val 

lie 

Glu 

Glu 

Leu 

Ala 

Gin 

Ala 

Ser 

Thr 

Gin 

Thr 

Leu 

Lys 

Ser 





85 





90 





95 


Thr 

He 

Ala 

Ser 

Glu 

Thr 

Thr 

Leu 

Ser 

Ser 

Lys 

Ser 

His 

Gin 

Ser 

Thr 




100 





105 





110 



Thr 

Thr 

Arg 

Lys 

Ala 

lie 

lie 

Arg 

His 

Ser 

Thr 

lie 

Pro 

Pro 

Phe 

Leu 



115 





120 





125 




Ser 

Ser 

Ser 

Ala 

Thr 

Leu 

lie 

Pro 

Val 

Pro 

lie 

Ser 

Pro 

Pro 

Phe 

Thr 
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130 135 

Gin Arg Ala Val Thr Asp Asn val Ala Thr Pro 
145 150 155 

Thr Asn Thr Val Val Lys Leu 
165 


140 

He Ser Gly Leu Met 
160 


<210> 2277 

<211> 640 

<212> DNA 

<213 > Homo sapiens 

<400> 2277 

ggtaccctcg gctgccatga gcacgggcac cccacgggga cagcaagctc agcacccagt 
60 

gggcctgatc agacagccac ctgcgtcgtt tcatggcttt ctccttcatg ttgaaggagt 
120 

gacagggaca ctgagggatg aaagccccca cgctctggcc tgccctgctc agtcagggcc 
180 

gctggcatgg gccgttcttc ccctgggact gcacagcctg gacccnccac caagtcctgt 
240 

tgcccaccct ggctcagctc tcctccagcc gcatgcctgc cttcctccct cctttcccca 
300 

tacccagtcc tgccatctcc cagctgcaag gtccatgcca ccccacagga agagcctcag 
360 

cggctgtcct cagaccccac cctgtctgcc ccgaccctgc cgcctcacca aattctaagc 
420 

acaccatgac ccggcctgcc ctggtgtgct gcccatggcc cggcgtgacc cagtgtgctg 
480 

cccatggccc agcgtcccag tgtgctgccc acggcccagc ctgaccgacc cggtgtgctg 
540 

cccgcggccc ggcctgaccc agtgtgctgc tctgggaagg aagcctggtg ggaacagtgc 
600 

tcactcactc actctgtcac tcgctcaccc cttcacgcgt 
640 


<210> 2278 

< 211 > 95 

<212> PRT 

<213> Homo sapiens 

<400> 2278 

Lys Pro Pro Arg Ser Gly Leu Pro Cys Ser Val 
1 5 10 

Gly Arg Ser Ser Pro Gly Thr Ala Gin Pro Gly 
20 25 

Cys Cys Pro Pro Trp Leu Ser Ser Pro Pro Ala 
35 40 

Ser Leu Leu Ser Pro Tyr Pro Val Leu Pro Ser 
50 55 

His Ala Thr Pro Gin Glu Glu Pro Gin Arg Leu 
65 70 75 

Leu Ser Ala Pro Thr Leu Pro Pro His Gin lie 
85 90 


Arg Ala Ala Gly Met 
15 

Pro Xaa Thr Lys Ser 
30 

Ala Cys Leu Pro Ser 
45 

Pro Ser Cys Lys Val 
60 

Ser Ser Asp Pro Thr 
80 

Leu Ser Thr Pro 
95 
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<210> 2279 

<211> 331 

<212> DNA 

<213> Homo sapiens 

<400> 2279 


aggccgggtg caccatccat ccccgtgccc 
60 

tagtgcgttt gtgggccaca gttcacaagg 
120 

ttccggacca gggggatgca caggggccaa 
180 

ccactcactc cccatcatcg cctgcagtgt 
240 

cctttcttgg tacctcattt actcctgcct 
300 

tctcttggag ttctggggca gtgccaatcg 
331 

<210> 2280 
<211> 91 
<212> PRT 

<213> Homo sapiens 
<400> 2280 

Met He Val Arg Leu Trp Ala Thr 
1 5 

Arg Val Arg Arg Thr Leu Pro Asp 
20 

Glu Cys Met Glu Ser Glu Gly Thr 
35 40 

Pro Ala Val Leu Phe Ser Phe Leu 
50 55 

Gly Thr Ser Phe Thr Pro Ala Cys 
65 70 

Pro Leu Ser Trp Ser Ser Gly Ala 
85 


tcgggtcatc tcagggagac tgtgggatga 
atgggccctg cctccgggtc agaagaaccc 
gagaatgcat ggaatcagag ggcactggcc 
tgttttcatt cctgcactgt gcctttgttt 
gcatctcctc cctttcccac ggctcacctc 

g 


Val His Lys Asp Gly Pro Cys Leu 
10 

Gin Gly Asp Ala Gin Gly Pro Arg 

25 30 

Gly Pro Thr His Ser Pro Ser Ser 
45 

His Cys Ala Phe Val Ser Phe Leu 
60 

lie Ser Ser Leu Ser His Gly Ser 
75 80 
Val Pro lie 
90 


<210> 2281 

<211> 409 

<2 12> DNA 

<213 > Homo sapiens 

<400> 2281 

tgatcatccg gacacagcct 
60 

ttcaactaat gaaggtcaag 
120 

gatgacaaat tcaagcattg 
180 

gataatgaag ccaggctctg 
240 

ctttgtgcca gatattttac 
300 


ttactcacgc agaggaaaat 
aaacaaatca gtgggaacaa 
ccacagaaaa ttttcctgct 
aatgggatgg ctctacccca 
atggcaactt tcaagagggt 


agttgtgtta catctaatgt 
gaaaaatcat acctaggtga 
gtcagttct'c ccacccaact 
agtgaggact cccgaggtac 
gggcagotgg cctctgccgc 
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gcctgacttg tggatagatg ctaagaagcc cttcagtttg aaagcagatg gtgagaatcc 
360 

tgatatcctg acgcactgcg aacatgacta cggggagacg acaacgcgt 


409 

<210> 2282 
<211> 96 
<212> PRT 

<213 > Homo sapiens 


<400 > 2282 


Met 

1 

Thr 

Asn 

Ser 

Ser 

5 

lie 

Ala 

Thr 

Pro 

Thr 

Gin 

Leu 

20 

lie 

Met 

Lys 

Pro 

Pro 

Ser 

Glu Asp 
35 

Ser 

Arg 

Gly 

Thr 

40 

Asn 

Phe 

50 

Gin 

Glu 

Gly 

Gly 

Gin 

55 

Leu 

lie 

65 

Asp 

Ala 

Lys 

Lys 

Pro 

70 

Phe 

Ser 

Asp 

lie 

Leu 

Thr 

His 

85 

Cys 

Glu 

His 


Glu Asn Phe Pro Ala Val Ser Ser 
10 15 

Gly Ser Glu Trp Asp Gly Ser Thr 
25 30 

Phe Val Pro Asp He Leu His Gly 
45 

Ala Ser Ala Ala Pro Asp Leu Trp 
60 

Leu Lys Ala Asp Gly Glu Asn Pro 
75 80 
Asp Tyr Gly Glu Thr Thr Thr Arg 
90 95 


<210> 2283 

<211> 404 

<212> DNA 

<213> Homo sapiens 

<400> 2283 

ggcgccaata atgcgctccg gtccgatgcg gacgagatgg atctgcgcag ccagcgccgt 
60 

caatggaccc gacgagcttg tgaacatctt cttgtcgtct tttttcttgt aggagcggta 
120 

ccgacaattt ctagtaaatt ccgacgaaag tttattgtaa aatactctgc aacctctttt 
180 

ctgctctgcc atctgggtgg gggttgcaac tttccacatc actgtcgagt gcttcgtaac 
240 

cgtcttcaac cctgtcatcg ttcttctcag ttgcaccaag cttttggacg tgcggtgata 
300 

cgacttccag ctaaagcgca ggcgtcccat gccacttcct ctccgaagat gcgtaaagtt 
360 

cgcaccagga agcaaggcgc ggtcgagcga tcttccgcgc catg 
404 

<210 > 2284 
< 211 > 122 
<212> PRT 

<213 > Homo sapiens 
<400> 2284 

Met Asp Leu Arg Ser Gin Arg Arg Gin Trp Thr Arg Arg Ala Cys Glu 

15 10 15 

His Leu Leu Val Val Phe Phe Leu Val Gly Ala Val Pro Thr lie Ser 
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20 25 30 

Ser Lys Phe Arg Arg Lys Phe He Val Lys Tyr Ser Ala Thr Ser Phe 
35 40 45 

Leu Leu Cys His Leu Gly Gly Gly Cys Asn Phe Pro His His Cys Arg 
50 55 60 

Val Leu Arg Asn Arg Leu Gin Pro Cys His Arg Ser Ser Gin Leu His 

65 70 75 80 

Gin Ala Phe Gly Arg Ala Val lie Arg Leu Pro Ala Lys Ala Gin Ala 

85 90 95 

Ser His Ala Thr Ser Ser Pro Lys Met Arg Lys Val Arg Thr Arg Lys 
100 105 HO 

Gin Gly Ala Val Glu Arg Ser Ser Ala Pro 


115 120 

<210> 2285 
<211> 6505 
<212> DNA 

<213 > Homo sapiens 
<400 > 2285 

ccggttcctg ccatgcccgg cggccccagt 
60 

ctcctcctgc tcctctgcgc tctggctccc 
120 

accgagggcc gggcggcact ggacatcgtg 
180 

ttcctgtcct acgagctgtg gccccgcgca 
240 

gacgcgcccg ccttctacga gctacaatac 
300 

gccaatcagc acctgctggc gcccggcttt 
360 

ggccgcgcgc acatccgggc ccacaccccg 
420 

cctgagctcg agggtggcct ggcggccatc 
480 

cagctctcca acgaggacta cttcattgag 
540 

cacgcccagc' cccatgtggt gtacaagcgt 
60.0' 

gattccagtg ctccaagcac ctgtagtgca 
660 

gcgttgggag cagcggcagc agtggcggcg 
720 

gtcagcaaag agaagtgggt ggagaccctg 
780 

cacggacagc cgcaggttga gagctatgtg 
840 

tttcatgacc ccagcattgg gaaccccatc 
900 

gaagatgagg aggaggacct aaagatcacg 
960 

tgcaagtggc agaaaagcat caacatgaag 
1020 


ccccgcagcc ccgcgccttt gctgcgcccc 
ggcgcccccg gacccgcacc aggacgtgca 
cacccggttc gagtcgacgc ggggggctcc 
ctgcgcaagc gggatgtatc tgtgcgccga 
cgcgggcgcg agctgcgctt caacctgacc 
gtgagcgaga cgcggcggcg cggcggcctg 
gcctgccacc tgcttggcga ggtgcaggac 
agcgcctgcg acggcctgaa aggtgtgttc 
cccctggaca gtgccccggc ccggcctggc 
caggccccgg agaggctggc acagcggggt 
agtgtaccca gagctggagt ctcgacggga 
gccacggcta ggcgtctaca ccagcggtcg 
gtagtagctg atgccaaaat ggtggagtac 
ctgaccatca tgaacatggt ggctggcctg 
cacatcacca ttgtgcgcct ggtcctgctg 
caccatgcag acaacaccct gaagagcttc 
ggggatgcoc atcccctgca ccatgacact 
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gccatcctgc tcaccagaaa 
1080 

ggactgtccc atgtggcggg 
1140 

acgggcctgc cgctggcctt 
1200 

catgacggaa gcggcaatga 
1260 

cagctcctgt acgacgccgc 
1320 

aggttccttg accgtgggtg 
1380 

gacttcccct cggtgccacc 
1440 . 

tacggggcct actctgcctt 
1500 

tctgtgggga ccacctgtca 
1560 

gagaataagt ggtgtctcag 
1620 

gatggtggct ggtctggctg 
1680 

gtacagagcg ccgagcggca 
1740 

gtgggtgagc gcaagcgctt 
1800 

tccttccgcc acgtccagtg 
1860 

acatgggtgc ccgtggtcaa 
1920 

gagtactttg ccaagaagct 
1980 

cgagccagcc gggacctctg 
2040 

attgactccg gtgctatgga 
2100 

cacaccgtga gcgggacctt 
2160 

ctgatcccag cgggcgcacg 
2220 

ctggcactgc ggagcgagga 
2280 

tggaacgggg actaccaggt 
2340 

gagaacctca cgtccccggg 
2400 

cgtggcccag gcggggggag 
2460 

tctcgtcctg gaggagtgag 
2520 

cctgctgcgg cctctacctc 
2580 

gttcacagag gtggctgggg 
2640 


ggacctgtgt gcagccatga 
catgtgccag ccgcaccgca 
cactgtagcc cacgagctcg 
ctgtgagccc gttgggaaac 
tcccctcacc tggtcccgct 
gggcctgtgc ctggacgacc 
tggcgtcctc tatgatgtaa 
ctgcgaggac atggataatg 
ctccaagctg gatgcagctg 
tggggagtgc gtacccgtgg 
gagcgcctgg tccatctgct 
gtgcacgcag cctacgccca 
ccgcctctgc aacctgcagg 
cagccacttt gacgctatgc 
tgacgtgaac ccctgcgagc 
gcgggacgcc gtggtcgatg 
catcaacggc atctgtaaga 
ggaccgctgt ggtgtgtgcc 
cnngaggagg ccgagggtcn 
cgagatccgc atccaagagg 
cccggagaag tacttcctca 
ggcagggacc accttcacat 
tcccaccaag gagcctgtct 
cagaggcgga gtccccaggc 
ccctggttca gtcacagagc 
agtttcccca tctttaaaat 
tcaagctcct ttaggactgg 

1673 v 


accggccctg tgagaccctg 
gctgcagcat caacgaggac 
ggcacagttt tggcattcag 
gacctttcat catgtctcca 
gcagccgcca gtatatcacc 
ctcctgccaa ggacattatc 
gccaccagtg ccgcctccag 
tctgccacac actctggtgc 
tggacggcac ccggtgtggg 
gcttccggcc cgaggccgtg 
cacggagctg tggcatgggc 
aatacaaagg cagatactgt 
cctgccctgc tggccgcccc 
tctacaaggg ccagctgcac 
tgcactgccg gcccgcgaat 
gcaccccctg ctaccaggtc 
acgtgggctg tgacttcgag 
acggcaacgg ctccacctgc 
tggggtatgt ggatgtgggg 
ttgccgaggc tgccaacttc 
atggtggctg gaccatccag 
acgcacgcag gggcaactgg 
ggatccaggt gcctgcctcc 
ccagcaccct ccatggcagg 
ctggctctga gccaggccct 
ggcccaatct tgtagctgca 
gtggatggag aagacacctt 
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gtgctcatgg gcccccgcct 
2700 

cactacgagt acaccatcca 
2760 

ttctcctggc attatgggcc 
2820 

aggcagaatg tgtactgctt 
2880 

cccctgggcc ggcctgatga 
2940 

tggtgggcag gtgagtggca 
3000 

cgggccgtgc tctgcatccg 
3060 

gcctgtgaac accttccccg 
3120 

ccggccacct gggctgtggg 
3180 

cagcgccgaa atgtcctctg 
3240 

ccagccagcg aagtcacctg 
3300 

cctgaaggct caggcagcgg 
3360 

ccgcaccacc tggccccacg 
3420 

aacgccattg aggaggaggc 
3480 

ttctactacg actacaattt 
3540 

gagcccgatc tagacctggc 
3600 

gctgcgccct ccacgggtag 
3660 

ggggtactgg gaccttggtc 
3720 

ccaccctcag agcagacccc 
3780 

cccatagggg ccccagatct 
3840 

ggcctgcaga cacctgccac 
3900 

cagagccagc tgccccctcc 
3960 

gaacccaagg gccgcggagc 
4020 

ttgtcccctg ttggcagcac 
4080 

ggaggcacag tggcctggga 
4140 

ctgtggccca ctgttggggt 
4200 

atgaaggtca gggacagttc 
4260 


gcccacccag ctgctgttcc 
cagggaggca ggtggccacg 
ctggaccaag tgcacagtca 
ggagcggcag gcagggcccg 
ccaacagagg aagtgcagcg 
gctgtgctcc agctcctgcg 
cagcgtgggg ctggatgagc 
gccccctact gaaacccctt 
gaactggtct cagtgctcag 
caccaatgac accggtgtcc 
ctctctgcca ctctgtcggt 
ctcctccagc cacgagctct 
cccttcaccc gcctcatcac 
tccagagctg gacctgccgg 
catcaatttc cacgaggatc 
ggggacaggg gaccggacgc 
ccctgtgcct gccacagagc 
cccgagccct tggcctagcc 
tgggaaccct ttgatcaatt 
tgggctcccc agcctgtcct 
ccctgagagc caaaatgatt 
atggcgggac aggaccaatg 
accccacctg cccccgagac 
ccactcctct cctagtcctg 
gccagctctg gagggtggcc 
ggcttctctc cttcctcctc 
cctggagccg gggactccct 


aggagagcaa ccctggggtg 
acgaggtccc gccgcccgtg 
cctgcggcag aggtgtgcag 
tggacgagga gcactgtgac 
agcagccctg ccctgccagg 
ggcctggggg cctctcccgc 
agagcgccct ggagccaccc 
gcaaccgcca tgtaccctgt 
tgacatgtgg ggagggcact 
cctgtgacga ggcccagcag 
ggcccctggg cacactgggc 
tcaacgaggc tgacttcatc 
ccaagccagg caccatgggc 
ggcccgtgtt tgtggacgac 
tgtcctacgg gccctctgag 
ccccaccaca cagccatcct 
ctcctgcagc caaggaggag 
aggccggccg ctccccaccc 
tcctgcctga ggaagacacc 
ggcccagggt ttccactgat 
tcccagttgg caaggacagc 
aggttttcaa ggatgatgag 
ccagctccac gctgccccct 
acgtggcgga gctgtggaca 
tggggcctgt ggacagtgaa 
ccatagcccc tctgccagag 
ccttcccagc cccaggacca 
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ggctcatggg acctgcagac tgtggcagtg 
4320 

ggcctcgggc acatgcctga gcctgccctg 
4380 

ctcagccctg aggtgcccct gagctctagg 
4440 

gccaacagcc acagagtccc tgagacccag 
4500 

ccccccgcgg acccgttggt tgtcaggaac 
4560 

tgctctacca cctgtggcct gggtgcggtc 
4620 

gatgaggact gcgcccccgc tggccggccc 
4680 

tgtgccacct ggcactcagg caactggagt 
4740 

tcagtgcggg acgtgcagtg tgtggacaca 
4800 

tgtcagcccg ggcctgccaa gccgcctgcg 
4860 

agctggtaca catcttcctg gagggagtgc 
4920 

cgtctagtga cctgcccgga gccaggcctc 
4980 

cggccctgca acacccaccc ctgcacgcag 
5040 

gccccctgtg gtggtggtgt ccagcggcgc 
5100 

ctgcccgagg aagacagtga ccagtgtggc 
5160 

tgtggcaccg aggattgtga gcccgtcgag 
5220 

ttcgggttct gcgagacgct gcgcctactg 
5280 

cagtgctgcc gctcgtgctc tccgcccagc 
5340 

gttgcccgcc gctgactgtg ccaggatgca 
5400 

acgggctgtg gcggagctcc cgccccctgc 
5460 

ccagcagcag gctggggacc tcctccccct 
5520 

tgtgtaacat ttattatgat tttacataaa 
5580 

acttcatctt ggatttggag aatcttaaaa 
5640 

caaaactcca ccgccacagc acctcggcag 
5700 

gatctgcagg gtacagagca gcaaacaagt 
5760 

ggccttggaa gctggggggc tgctgcccag 
'5820 

ggggcaggaa ggtcttccgg gcaggggcac 
5880 


tgggggacct tcctccccac aaccctgact 
aacccaggac ccaagggtca gcctgagtcc 
ctgctgtcca caccagcttg ggacagcccc 
ccgctggctc ccagcctggc tgaagcgggg 
gccagctggc aagcgggaaa ctggagcgag 
tggaggccrgg tgcgctgtag ctccggccgg 
cagcctgccc gccgctgcca cctgcggccc 
aagtgctccc gcagctgcgg cggaggttcc 
cgggacctcc ggccactgcg gcccttccat 
caccggccct gcggggccca gccctgcctc 
tccgaggcct gtggcggtgg tgagcagcag 
tgcgaggagg cgctgagacc caacaccacc 
tgggtggtgg ggccctgggg ccagtgctca 
ctggtcaagt gtgtcaacac ccagacaggg 
cacgaggcct ggcctgagag ctcccggccg 
cctccccgct gtgagcggga ccgcctgtcc 
ggccgctgcc agctgcccac catccgcacc 
cacggcgccc cctcccgagg ccatcagcgg 
cagaccgacc gacagacctc agtgcccacc 
gccctaatgg tgctaacccc ctctcactac 
caaaaaaggt atttttttat tctaacagct 
tgagcatcta ccattccaaa gcacagcatg 
gtgagaaact cttcccccca ctcctctgcc 
gcgcggcttt tcacctgctc ctctggggca 
ccgtgagagc atggcgtctg gtgaggcacg 
ggagggctat ctgcggaggg tcgggttctg 
agctttgccc ttacttgctg cctgcctcta 
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cagctttccc 

caccttgtca 

ctccctgggc 

gctggcccgc 

gccagggcgg 

atttcacacc 

tggcccaagg 

caagttccag 

ccagagttca 

tgctgcccga 

ggcccaaaga 


tggggcccca 

cttgcaggac 

ctgttgtatc 

tgtgctctac 

ctgcctgcag 

aacaagcccc 

gcacatgccc 

gccaccctga 

cacaggaaag 

gggtagagga 

gactc 


ctctgtggtc 

tgccccttgg 

tgttgactct 

tgtgtctgtc 

gtgcgtgtcc 

atcctcagag 

tggtgacaca 

gcaggcccca 

caagttgctg 

gcgtcaggcg 


gctcggctcc 
5940 

ggattgggcc 
6000 

ccaggggcac 
6060 

aagagagcag 
6120 

agggagcgtg 
6180 

tgctcacctc 
6240 

aggaagtaac 
6300 

tgcccacctc 
6360 

gggcagcctg 
6420 

agccccgctg 
6480 

cagcccggct 
6505 

<210> 2286 
<211> 1784 
<2 12> PRT 
<213> Homo sapiens 

<4 00> 2286 


Pro 

1 

Val 

Pro 

Ala 

Met 

5 

Leu 

Leu 

Arg 

Pro 

20 

Leu 

Pro Gly 

Pro 

35 

Ala 

Pro 

He 

Val 

50 

His 

Pro 

Val 

Glu 

65 

Leu 

Trp 

Pro 

Arg 

Asp 

Ala 

Pro 

Ala 

Phe 

85 

Phe 

Asn 

Leu 

Thr 

100 

Ala 

Glu 

Thr 

Arg 

115 

Arg Arg 

Thr 

Pro 

130 

Ala 

Cys 

His 

Gly Gly 
145 

Leu 

Ala 

Ala 

Gin 

Leu 

Ser 

Asn 

Glu 

165 

Ala 

Arg 

Pro 

Gly His 
180 

Pro 

Glu 

Arg 

Leu 

Ala 


Pro 

Gly 

Gly 

Pro 

Ser 

Pro 

Leu 

Leu 

Leu 

Leu 

10 

Cys 

Ala 

Gly 

Arg 

Ala 

25 

Thr 

Glu 

Gly 

Arg 

Val 

40 

Asp 

Ala 

Gly 

Gly 

Ala 

55 

Leu 

Arg 

Lys 

Arg 

Asp 

70 

Tyr 

Glu 

Leu 

Gin 

Tyr 

75 

Arg 

Asn 

Gin 

His 

Leu 

90 

Leu 

Ala 

Gly 

Gly 

Leu 

105 

Gly 

Arg 

Ala 

Leu 

Leu 

120 

Gly 

Glu 

Val 

Gin 

lie 

135 

Ser 

Ala 

Cys 

Asp 

Gly 

150 

Asp 

Tyr 

Phe 

lie 

Glu 

155 

Pro 

Ala 

Gin 

Pro 

His 

170 

Val 

Val 

Gin 

Arg 

Gly 

185 

Asp 

Ser 

Ser 


ctcagagacc tgttccacag 
agtgatgggg actggggccc 
tctgcaaaaa gtagacagag 
ccaggactcg gaaggtaggg 
tgctgctccc caactcaaca 
gaggagccca aggctctgag 
ggcccatcct aggccctgac 
gtggcagctt tgcacagaga 
ggcaagctag agtgagtccc 
tgcttcctgt ctgtctgcag 


Arg 

Ser 

Pro Ala 
15 

Pro 

Leu 

Ala 

Pro Gly 
30 

Ala 

Arg 

Ala 

45 

Ala Leu 

Asp 

Ser 

60 

Phe 

Leu Ser 

Tyr 

Val 

Ser 

Val Arg 

Arg 

80 

Gly 

Arg 

Glu Leu 
95 

Arg 

Pro 

Gly 

Phe Val 
110 

Ser 

His 

lie 

125 

Arg Ala 

His 

Asp 

140 

Pro 

Glu Leu 

Glu 

Leu 

Lys 

Gly Val 

Phe 

160 

Leu 

Asp 

Ser Ala 
175 

Pro 

Tyr 

Lys 

Arg Gin 
190 

Ala 

Ala 

Pro 

Ser Thr 

Cys 
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195 200 205 

Ser Ala Ser Val Pro Arg Ala Gly Val Ser Thr Gly Ala Leu Gly Ala 
210 215 220 

Ala Ala Ala Val Ala Ala Ala Thr Ala Arg Arg Leu His Gin Arg Ser 

225 230 235 240 

Val Ser Lys Glu Lys Trp Val Glu Thr Leu Val Val Ala Asp Ala Lys 

245 250 255 

Met Val Glu Tyr His Gly Gin Pro Gin Val Glu Ser Tyr Val Leu Thr 
260 265 270 

lie Met Asn Met Val Ala Gly Leu Phe His Asp Pro Ser lie Gly Asn 
275 280 285 

Pro lie His lie Thr lie Val Arg Leu Val Leu Leu Glu Asp Glu Glu 
290 295 300 

Glu Asp Leu Lys lie Thr His His Ala Asp Asn Thr Leu Lys Ser Phe 

305 310 315 320 

Cys Lys Trp Gin Lys Ser lie Asn Met Lys Gly Asp Ala His Pro Leu 

325 330 335 

His His Asp Thr Ala lie Leu Leu Thr Arg Lys Asp Leu Cys Ala Ala 
340 345 350 

Met Asn Arg Pro Cys Glu Thr Leu Gly Leu Ser His Val Ala Gly Met 
355 360 365 

Cys Gin Pro His Arg Ser Cys Ser He Asn Glu Asp Thr Gly Leu Pro 
370 375 380 

Leu Ala Phe Thr Val Ala His Glu Leu Gly His Ser Phe Gly lie Gin 

385 390 395 400 

His Asp Gly Ser Gly Asn Asp Cys Glu Pro Val Gly Lys Arg Pro Phe 

405 410 415 

lie Met Ser Pro Gin Leu Leu Tyr Asp Ala Ala Pro Leu Thr Trp Ser 
420 425 430 

Arg Cys Ser Arg Gin Tyr lie Thr Arg Phe Leu Asp Arg Gly Trp Gly 
435 440 445 

Leu Cys Leu Asp Asp Pro Pro Ala Lys Asp lie lie Asp Phe Pro Ser 
450 455 460 

Val Pro Pro Gly Val Leu Tyr Asp Val Ser His Gin Cys Arg Leu Gin 
465 . 470 475 480 

Tyr Gly Ala Tyr Ser Ala Phe Cys Glu Asp Met Asp Asn Val Cys His 
485 490 495 

Thr Leu Trp Cys Ser Val Gly Thr Thr Cys His Ser Lys Leu Asp Ala 
500 505 510 

Ala Val Asp Gly Thr Arg Cys Gly Glu Asn Lys Trp Cys Leu Ser Gly 
515 520 525 

Glu Cys Val Pro Val Gly Phe Arg Pro Glu Ala Val Asp Gly Gly Trp 
530 535 540 

Ser Gly Trp Ser Ala Trp Ser lie Cys Ser Arg Ser Cys Gly Met Gly 

545 550 555 560 

Val Gin Ser Ala Glu Arg Gin Cys Thr Gin Pro Thr Pro Lys Tyr Lys 

565 570 575 

Gly Arg Tyr Cys Val Gly Glu Arg Lys Arg Phe Arg Leu Cys Asn Leu 
580 585 590 

Gin Ala Cys Pro Ala Gly Arg Pro Ser Phe Arg His Val Gin Cys Ser 
595 600 505 

His Phe Asp Ala Met Leu Tyr Lys Gly Gin Leu His Thr Trp Val Pro 
610 615 620 

Val Val Asn Asp Val Asn Pro Cys Glu Leu His Cys Arg Pro Ala Asn 
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625 630 635 640 

Glu Tyr Phe Ala Lys Lys Leu Arg Asp Ala Val Val Asp Gly Thr Pro 

645 650 655 

Cys Tyr Gin Val Arg Ala Ser Arg Asp Leu Cys He Asn Gly lie Cys 
660 665 670 

Lys Asn Val Gly Cys Asp Phe Glu lie Asp Ser Gly Ala Met Glu Asp 
675 680 685 

Arg Cys Gly Val Cys His Gly Asn Gly Ser Thr Cys His Thr Val Ser 
690 695 700 

Gly Thr Phe Xaa Arg Arg Pro Arg Val Xaa Gly Tyr Val Asp Val Gly 

705 710 715 720 

Leu lie Pro Ala Gly Ala Arg Glu lie Arg lie Gin Glu Val Ala Glu 

725 730 735 

Ala Ala Asn Phe Leu Ala Leu Arg Ser Glu Asp Pro Glu Lys Tyr Phe 
740 745 750 

Leu Asn Gly Gly Trp Thr lie Gin Trp Asn Gly Asp Tyr Gin Val Ala 
755 760 765 

Gly Thr Thr Phe Thr Tyr Ala Arg Arg Gly Asn Trp Glu Asn Leu Thr 
770 775 780 

Ser Pro Gly Pro Thr Lys Glu Pro Val Trp lie Gin Val Pro Ala Ser 

785 790 795 800 

Arg Gly Pro Gly Gly Gly Ser Arg Gly Gly Val Pro Arg Pro Ser Thr 

805 810 815 

Leu His Gly Arg Ser Arg Pro Gly Gly Val Ser Pro Gly Ser Val Thr 
820 825 830 

Glu Pro Gly Ser Glu Pro Gly Pro Pro Ala Ala Ala Ser Thr Ser Val 
835 840 845 

Ser Pro Ser Leu Lys Trp Pro Asn Leu Val Ala Ala Val His Arg Gly 
850 855 860 

Gly Trp Gly Gin Ala Pro Leu Gly Leu Gly Gly Trp Arg Arg His Leu 

865 870 875 880 

Val Leu Met Gly Pro Arg Leu Pro Thr Gin Leu Leu Phe Gin Glu Ser 

885 890 895 

Asn Pro Gly Val His Tyr Glu Tyr Thr lie His Arg Glu Ala Gly Gly 
900 905 910 

His Asp Glu Val Pro Pro Pro Val Phe Ser Trp His Tyr Gly Pro Trp 
915 920 925 

Thr Lys Cys Thr Val Thr Cys Gly Arg Gly Val Gin Arg Gin Asn Val 
930 935 94° 

Tyr Cys Leu Glu Arg Gin Ala Gly Pro Val Asp Glu Glu His Cys Asp 

945 950 955 960 

Pro Leu Gly Arg Pro Asp Asp Gin Gin Arg Lys Cys Ser Glu Gin Pro 

965 970 975 

Cys Pro Ala Arg Trp Trp Ala Gly Glu Trp Gin Leu Cys Ser Ser Ser 
980 985 990 

Cys Gly Pro Gly Gly Leu Ser Arg Arg Ala Val Leu Cys lie Arg Ser 
995 1000 1005 

Val Gly Leu Asp Glu Gin Ser Ala Leu Glu Pro Pro Ala Cys Glu His 
1010 1015 1020 

Leu Pro Arg Pro Pro Thr Glu Thr Pro Cys Asn Arg His Val Pro Cys 

1025 1030 1035 1040 

Pro Ala Thr Trp Ala Val Gly Asn Trp Ser Gin Cys Ser Val Thr Cys 

1045 1050 1055 

Gly Glu Gly Thr Gin Arg Arg Asn Val Leu Cys Thr Asn Asp Thr Gly 
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1060 1065 1070 

Val Pro Cys Asp Glu Ala Gin Gin Pro Ala Ser Glu Val Thr Cys Ser 
1075 1080 1085 

Leu Pro Leu Cys Arg Trp Pro Leu Gly Thr Leu Gly Pro Glu Gly Ser 
1090 1095 1100 

Gly Ser Gly Ser Ser Ser His Glu Leu Phe Asn Glu Ala Asp Phe lie 

1105 1110 1115 1120 

Pro His His Leu Ala Pro Arg Pro Ser Pro Ala Ser Ser Pro Lys Pro 

1125 1130 1135 

Gly Thr Met Gly Asn Ala lie Glu Glu Glu Ala Pro Glu Leu Asp Leu 
1140 1145 H50 

Pro Gly Pro Val Phe Val Asp Asp Phe Tyr Tyr Asp Tyr Asn Phe He 
1155 1160 1165 

Asn Phe His Glu Asp Leu Ser Tyr Gly Pro Ser Glu Glu Pro Asp Leu 
1170 1175 1180 

Asp Leu Ala Gly Thr Gly Asp Arg Thr Pro Pro Pro His Ser His Pro 

1185 1190 1195 1200 

Ala Ala Pro Ser Thr Gly Ser Pro Val Pro Ala Thr Glu Pro Pro Ala 

1205 1210 1215 

Ala Lys Glu Glu Gly Val Leu Gly Pro Trp Ser Pro Ser Pro Trp Pro 
1220 1225 1230 

Ser Gin Ala Gly Arg Ser Pro Pro Pro Pro Ser Glu Gin Thr Pro Gly 
1235 1240 1245 

Asn Pro Leu lie Asn Phe Leu Pro Glu Glu Asp Thr Pro He Gly Ala 
1250 1255 1260 

Pro Asp Leu Gly Leu Pro Ser Leu Ser Trp Pro Arg Val Ser Thr Asp 

1265 1270 1275 1280 

Gly Leu Gin Thr Pro Ala Thr Pro Glu Ser Gin Asn Asp Phe Pro Val 

1285 1290 1295 

Gly Lys Asp Ser Gin Ser Gin Leu Pro Pro Pro Trp Arg Asp Arg Thr 
1300 1305 1310 

Asn Glu Val Phe Lys Asp Asp Glu Glu Pro Lys Gly Arg Gly Ala Pro 
1315 1320 1325 

His Leu Pro Pro Arg Pro Ser Ser Thr Leu Pro Pro Leu Ser Pro Val 
1330 1335 1340 

Gly Ser Thr His Ser Ser Pro Ser Pro Asp Val Ala Glu Leu Trp Thr 

1345 1350 1355 1360 

Gly Gly Thr Val Ala Trp Glu Pro Ala Leu Glu Gly Gly Leu Gly Pro 

1365 1370 1375 

Val Asp Ser Glu Leu Trp Pro Thr Val Gly Val Ala Ser Leu Leu Pro 
1380 1385 1390 

Pro Pro lie Ala Pro Leu Pro Glu Met Lys Val Arg Asp Ser Ser Leu 
1395 1400 1405 

Glu Pro Gly Thr Pro Ser Phe Pro Ala Pro Gly Pro Gly Ser Trp Asp 
1410 1415 1420 

Leu Gin Thr Val Ala Val Trp Gly Thr Phe Leu Pro Thr Thr Leu Thr 

1425 1430 1435 1440 

Gly Leu Gly His Met Pro Glu Pro Ala Leu Asn Pro Gly Pro Lys Gly 

1445 1450 1455 

Gin Pro Glu Ser Leu Ser Pro Glu Val Pro Leu Ser Ser Arg Leu Leu 
1460 1465 1470 

Ser Thr Pro Ala Trp Asp Ser Pro Ala Asn Ser His Arg Val Pro Glu 
1475 1480 1485 

Thr Gin Pro Leu Ala Pro Ser Leu Ala Glu Ala Gly Pro Pro Ala Asp 
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1490 1495 

Pro Leu Val Val Arg Asn Ala Ser 
1505 1510 

Cys Ser Thr Thr Cys Gly Leu Gly 
1525 

Ser Ser Gly Arg Asp Givi Asp Cys 
1540 

Ala Arg Arg Cys His Leu Arg Pro 
1555 1560 


1500 

Trp Gin Ala Gly Asn Trp Ser Glu 
1515 1520 

Ala Val Trp Arg Pro Val Arg Cys 
1530 1535 

Ala Pro Ala Gly Arg Pro Gin Pro 
1S45 1550 

Cys Ala Thr Trp His Ser Gly Asn 
1565 


Trp Ser Lys Cys Ser Arg Ser Cys 
1570 1575 

Val Gin Cys Val Asp Thr Arg Asp 
1585 1590 

Cys Gin Pro Gly Pro Ala Lys Pro 
1605 


Gly Gly Gly Ser Ser Val Arg Asp 
1580 

Leu Arg Pro Leu Arg Pro Phe His 
1595 1600 
Pro Ala His Arg Pro Cys Gly Ala 
1610 1615 


Gin Pro Cys Leu Ser Trp Tyr Thr Ser Ser Trp Arg Glu Cys Ser Glu 
1620 1625 1630 

Ala Cys Gly Gly Gly Glu Gin Gin Arg Leu Val Thr Cys Pro Glu Pro 
1635 1640 1645 


Gly Leu Cys Glu Glu Ala Leu Arg 
1650 1655 

Thr His Pro Cys Thr Gin Trp Val 
1665 1670 

Ala Pro Cys Gly Gly Gly Val Gin 
1685 


Pro Asn Thr Thr Arg Pro Cys Asn 
1660 

Val Gly Pro Trp Gly Gin Cys Ser 
1675 1680 

Arg Arg Leu Val Lys Cys Val Asn 
1690 1695 


Thr Gin Thr Gly Leu Pro Glu Glu Asp Ser Asp Gin Cys Gly His Glu 
1700 1705 1710 

Ala Trp Pro Glu Ser Ser Arg Pro Cys Gly Thr Glu Asp Cys Glu Pro 
1715 1720 1725 

Val Glu Pro Pro Arg Cys Glu Arg Asp Arg Leu Ser Phe Gly Phe Cys 
1730 1735 1740 

Glu Thr Leu Arg Leu Leu Gly Arg Cys Gin Leu Pro Thr lie Arg Thr 

1745 1750 1755 1760 

Gin Cys Cys Arg Ser Cys Ser Pro Pro Ser His Gly Ala Pro Ser Arg 

1765 1770 1775 

Gly His Gin Arg Val Ala Arg Arg 
1780 


<210> 2287 
<211> 750 
<212> DNA 
<213 > Homo 

<400> 2287 
tgacacaggt 
60 

tggcctataa 

120 

ttgaggacat 

180 

cagccagtgt 

240 

ctctgggcaa 

300 


sapiens 

tatttctctt 

aagtatcatc 

ttgtacagag 

gactgagcgc 

gaaacccacc 


tggttaaata 

atccccattt 

tcaggtaact 

ctcctgagag 

catcagcagg 


tcttacaagt 

tacagaatgg 

ggaggaaetg 

ccaggtggat 

tggcttctgc 


cttttttaaa 

gaaagtaagg 

gactacaacc 

tctgccctca 

tgagccacaa 


tcttcacttc 

cgtggggagg 

ctgctcagtg 

aggatccatg 

caggcacaca 
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gaggggtcca tgggagccca gaggggagca tctgaccagg ctcaggggaa ggaatgtgtc 
360 

cagcagagtc acagaggagc agtatgagtt agccaggtag gggacattcc aggcagggga 
420 

gcagcaggac aaaagcatag aggtagcact gccagtgcca agttccaaaa taagaggctg 
480 

actgctacag ggtccatata ggaaaataat gggaaataca tttggacagg aggtggggtc 
540 

tgtaacaaag gactttaatt ccaggttaag gaatctggat gttaaaacaa cattagctgc 
600 

catttctaca gtgctacttc ccaggctctg tgcctttctg ggagccttga aggtttgtga 
660 

gctggaagga gatattagga acaaaacgat gcatgaggat agctcaggta aaggttattg 
720 

ataagtaaga atgcctggca ccaaacgcgt 
750 


<210> 2288 
<211> 142 
<212> PRT 

<213 > Homo sapiens 
<400> 2288 

Met Ala Ala Asn Val Val Leu Thr Ser Arg Phe Leu Asn Leu Glu Leu 
1 5 10 15 

Lys Ser Phe Val Thr Asp Pro Thr Ser Cys Pro Asn Val Phe Pro He 
20 25 30 

lie Phe Leu Tyr Gly Pro Cys Ser Ser Gin Pro Leu lie Leu Glu Leu 
35 40 45 

Gly Thr Gly Ser Ala Thr Ser Met Leu Leu Ser Cys Cys Ser Pro Ala 
50 55 60 

Trp Asn Val Pro Tyr Leu Ala Asn Ser Tyr Cys Ser Ser Val Thr Leu 

65 70 75 80 

Leu Asp Thr Phe Leu Pro Leu Ser Leu Val Arg Cys Ser Pro Leu Gly 

85 90 95 

Ser His Gly Pro Leu Cys Val Pro Val Val Ala Gin Gin Lys Pro Pro 
100 105 HO 

Ala Asp Gly Trp Val Ser Cys Pro Glu His Gly Ser Leu Arg Ala Glu 
115 120 . 125 

Ser Thr Trp Leu Ser Gly Gly Ala Gin Ser His Trp Leu His 
130 135 140 


< 210 > 2289 
<211> 381 
<212 > DNA 

<213> Homo sapiens 
<400> 2289 

caggacgcgg cctcggcggg gcccgggccg aacggctgcg gacacctggg cgccgaggag 
60 

ccgagcgccg ccgcctccgg catggatcat tgcgtgacgg tggagcgcga gctggagaag 
120 

gtgctgcaca agttctcggg ctacgggcag ctgtgcgagc gcggcctgga ggagctcatc 
180 
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gactacaccg gcggtctcaa gcaccagatc ctgcagagcc acggccaaga tgctgaatta 
240 

tcagggacac tttcacttgt tttgacacag ggctgtaaaa gaataanaag gggatactgg 
300 

ttcaaaaatt ggcctccgac cacaaagaca tccacagcag tgtttctcgg gttggaaaag 
360 

ccattgatga ggattcactt t 
381 

<210> 2290 
< 211 > 100 
<212> PRT 

<213 > Homo sapiens 
<400> 2290 

Met Asp His Cys Val Thr Val Glu Arg Glu Leu Glu Lys Val Leu His 
15 10 15 

Lys Phe Ser Gly Tyr Gly Gin Leu Cys Glu Arg Gly Leu Glu Glu Leu 
20 25 30 

lie Asp Tyr Thr Gly Gly Leu Lys His Gin lie Leu Gin Ser His Gly 
35 40 45 

Gin Asp Ala Glu Leu Ser Gly Thr Leu Ser Leu Val Leu Thr Gin Gly 
50 55 60 

Cys Lys Arg He Xaa Arg Gly Tyr Trp Phe Lys Asn Trp Pro Pro Thr 

65 70 75 80 

Thr Lys Thr Ser Thr Ala Val Phe Leu Gly Leu Glu Lys Pro Leu Met 

85 90 95 

Arg lie His Phe 
100 

<210> 2291 
<211> 573 
<212> DNA 

,<213 > Homo sapiens 
<400 > 2291 

gcatgctcta ccgcaaagtc gggtccccac cgattaaaaa tgcccgggtc gaggacagcc 
60 

ttcggcagca ccgactcatt atcggcaccg acctagtcaa ttgccaccac ctgcttatgc 
120 

aagtggtcga tagaagcccc agccggctta agccagttct ggaaaaccac cacatatcgc 
180 

acatgttcgt tgtgacgatg cagctgagcc attgaatcga cggtcagcgc catgaacgcc 
240 

cgatgctcgt tgacggtaag actcgccgac ccagcaacgt cggcggttgt cgtgccctca 
300 

tcggtgtaat ggcgacgagc gacgatgacg tcatgtccgc cggcaaagaa ggctgcggaa 
360 

gcctcgcgta attcttgggg accgaggtcc tcggcgcgcc ggtctgaccc caccgccttg 
420 

aacttggcgt taaggaccga cctcacgtga gcctcccctg acgggttaga caggtattcc 
480 

tcctgccagt cccgcgctgc ccgaggcaag ctcatccccc agttgagctg ccaataccgc 
540 
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cacgacagga tctcgaaaag attggggacg cgt 
573 

<210> 2292 
<211> 140 
<212 > PRT 

<213 > Homo sapiens 
<400> 2292 

Met Ser Leu Pro Arg Ala Ala Arg Asp Trp Gin Glu Glu Tyr Leu Ser 
i 5 10 15 

Asn Pro Ser Gly Glu Ala His Val Arg Ser Val Leu Asn Ala Lys Phe 
20 25 30 

Lys Ala Val Gly Ser Asp Arg Arg Ala Glu Asp Leu Gly Pro Gin Glu 
35 . 40 45 

Leu Arg Glu Ala Ser Ala Ala Phe Phe Ala Gly Gly His Asp Val He 
50 55 50 

Val Ala Arg Arg His Tyr Thr Asp Glu Gly Thr Thr Thr Ala Asp Val 

65 70 75 80 

Ala Gly Ser Ala Ser Leu Thr Val Asn Glu His Arg Ala Phe Met Ala 

85 90 95 

Leu Thr Val Asp Ser Met Ala Gin Leu His Arg His Asn Glu His Val 
100 105 HO 

Arg Tyr Val Val Val Phe Gin Asn Trp Leu Lys Pro Ala Gly Ala Ser 
115 120 125 

lie Asp His Leu His Lys Gin Val Val Ala lie Asp 
130 135 140 

<210> 2293 

<211> 358 

<212> DNA 

<213 > Homo sapiens 

<400> 2293 

acgcgtgaag gaatggaagc tgctctcgtc ggtgcacaca agactggcgg gtgcccattg 
60 

gtgaacactg tcgctaagaa ctggttgaac cggctcaaca cgccggatat gaaacccact 
120 

gaggagatca agcggcagtt ccaaggtctg cattggttgg gacgtaagta tgggctcaac 
180 

cacggagagt tctatcttga cgacgagcag tgggccacgc tcatggccgg gtcctctttc 
240 

gaggcgaatc cgcgcattaa gagcaacttt gattccgagg gcgctgttgt ggatccggat 
300 

tccgattcac ttgctggggc tgatcgagat gcccgaggtg cttcggatgc atgccttc 
358 

<210> 2294 
<211> 115 
<212> PRT 

<213 > Homo sapiens 
<400> 2294 

Met Glu Ala Ala Leu Val Gly Ala His Lys Thr Gly Gly Cys Pro Leu 
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1 5 

Val Asn Thr Val Ala Lys Asn Trp 
20 

Met Lys Pro Thr Glu Glu He Lys 
35 40 

Leu Gly Arg Lys Tyr Gly Leu Asn 
50 55 

Glu Gin Trp Ala Thr Leu Met Ala 
65 70 

Arg lie Lys Ser Asn Phe Asp Ser 
85 

Ser Asp Ser Leu Ala Gly Ala Asp 
100 

Ala Cys Leu 
115 


10 15 

Leu Asn Arg Leu Asn Thr Pro Asp 
25 30 

Arg Gin Phe Gin Gly Leu His Trp 
4 5 

His Gly Glu Phe Tyr Leu Asp Asp 
60 

Gly Ser Ser Phe Glu Ala Asn Pro 
75 80 
Glu Gly Ala Val Val Asp Pro Asp 
90 95 

Arg Asp Ala Arg Gly Ala Ser Asp 
105 HO 


<210> 2295 

<211> 546 

<212> DNA 

<213 > Homo sapiens 

<4 00 > 2295 

ggcaccgatc cgagtggtgg 
60 

ggggcgtatg gctgctcggt 
120 

tcggtgtatc gtatcgaacc 
180 

gtccgcattg attccaccaa 
240 

gcggagcgcc tcaaacatta 
300 

aaaagtggcg atccgctgct 
360 

ccacacgtcg cgctgatcac 
420 

catgcccgta ccgagcacga 
480 

gaggcagtgc tgatgaaagg 
540 

acgcgt 

546 


tgccgggatt aggncggatc 
cattaccgca ctggtagcgc 
ggattttgtc ggtgcacaac 
aatcggcatg ctggcagagg 
tcgcgttaaa aacgtggtac 
atctcctgct gctgtcgaaa 
gccaaatttg ccggaggcgg 
gatgaaagag caggggcgcg 
cggccatctt gacgatcctg 


tanaaacatt ctccgccctt 
aaaatacgcg cggcgtgcag 
tggactctgt gttcagcgat 
cggatatcgt ggaagcggtc 
ttgatacggt gatgctggcg 
ctctgcgaaa acaccttctg 
cggcgctgct ggatgcgcct 
cacttctggc gcttggctgc 
agagcccgga ctggctcttc 


<210> 2296 
<211> 182 
<212 > PRT 

<213> Homo sapiens 
<400> 2296 

Gly Thr Asp Pro Ser Gly Gly Ala Gly lie Arg Xaa Asp Leu Xaa Thr 
1 5 1° 15 

Phe Ser Ala Leu Gly Ala Tyr Gly Cys Ser Val lie Thr Ala Leu Val 
20 25 30 

Ala Gin Asn Thr Arg Gly Val Gin Ser Val Tyr Arg He Glu Pro Asp 
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35 





40 


Phe 

Val 

Gly 

Ala 

Gin 

Leu 

Asp 

Ser 

Val 


50 





55 



Ser 

Thr 

Lys 

lie 

Gly 

Met 

Leu 

Ala 

Glu 

65 





70 




Ala 

Glu 

Arg 

Leu 

Lys 

His 

Tyr 

Arg 

Val 





85 





Val 

Met 

Leu 

Ala 

Lys 

Ser Gly 

Asp 

Pro 




100 





105 

Glu 

Thr 

Leu 

Arg 

Lys 

His 

Leu 

Leu 

Pro 



115 





120 


Asn 

Leu 

Pro 

Glu 

Ala 

Ala 

Ala 

Leu 

Leu 


130 





135 



Glu 

His 

Glu 

Met 

Lys 

Glu 

Gin 

Gly Arg 

145 





150 




Glu 

Ala 

Val 

Leu 

Met 

Lys 

Gly 

Gly His 





165 





Asp 

Trp 

Leu 

Phe 

Thr 

Arg 





180 


45 

Phe Ser Asp Val Arg lie Asp 
60 

Ala Asp He Val Glu Ala Val 
75 80 

Lys Asn Val Val Leu Asp Thr 
90 95 

Leu Leu Ser Pro Ala Ala Val 
110 

His Val Ala Leu lie Thr Pro 
125 

Asp Ala Pro His Ala Arg Thr 
140 

Ala Leu Leu Ala Leu Gly Cys 
155 150 

Leu Asp Asp Pro Glu Ser Pro 
170 175 


<210> 2297 
<211> 414 
<212> DNA 

<213> Homo sapiens 


<400 > 2297 

gggaattccg ggcccttccc 
60 

gaattttc cc acgttggggg 
120 

caccccccca aaggccgaaa 
180 

aaaggaaaaa cccctttttt 
240 

aatgttgaga tgtagggtta 


cccaagcccg ggtaattttt 
gggggggtto ggactttttc 
agcagggcca aaacccccgg 
tttttttttt ttttatacac 
ggtgagatta aacaggttct 


tgtattttta aaaaaaaagg 
ccccaaaaac cccccccccc 
gacccccccc ggggggggca 
atgagggtct ctggttaata 
ttttttcatg atttctcgga 


300 

gtctttatga tgctccacac cagtacttct caaagctgac tgtgtataca aaacactggg 
360 

gatctgaccc acatgtaaag tctgatttct • ttggtctggg gcaggcctga aatn 


414 

<210> 2298 
<211> 67 
<212> PRT 

<213 > Homo sapiens 


<4 00 > 2298 


Lys 

Lys 

Arg 

Glu 

Phe 

Ser 

His 

Val 

1 




5 




Pro 

Pro 

Lys 

Thr 

Pro 

Pro 

Pro 

His 




20 





Pro 

Lys 

Pro 

Pro 

Gly 

Pro 

Pro 

Pro 



35 





40 

Phe 

Phe 

Phe 

Phe 

Phe 

Phe 

Tyr 

Thr 


Gly Gly Gly Gly Phe Gly Leu Phe 
10 15 

Pro Pro Lys Gly Arg Lys Ala Gly 
25 10 
Gly Gly Ala Lys Gly Lys Thr Pro 
45 

His Glu Gly Leu Trp Leu lie Asn 
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50 55 60 

Val Glu Met 
65 

<210> 2299 
<211> 987 
<212 > DNA 

<213 > Homo sapiens 
<400> 2299 

ngagatgtct aagttatttt ttttttcccg gaaggcaaat ggctggcgtg gaagcacaac 
60 

ccgctttcac tcttcgaatt tgtgcttagc tcttttcttg taccctgcga ctcgtgacca 
120 

acatgctgtg atgtgtgccg agggaggaat tggtcagcta cacaacctgg atcttaccac 
180 

agtttggata tgactgaggc tctccaatgg gccagatatc actggcgacg gctgatcaga 
240 

ggtgcaacca gggatgatga ttcagggcca tacaactatt cctcgttgct cgcctgtggg 
300 

cgcaagtcct ctcagatccc taaactgtca ggaaggcacc ggattgttgt tccccacatc 
360 t ; 

cagcccttca aggatgagta tgagaagttc tccggagcct atgtgaacaa tcgaatacga 
420 

acaacaaagt acacacttct gaattttgtg ccaagaaatt tatttgaaca atttcacaga 
480 

gctgccaatt tatatttcct gttcctagtt gtcctgaact gggtaccttt ggtagaagcc 
540 

ttccaaaagg aaatcaccat gttgcctctg gtggtggtcc ttacaattat cgcaattaaa 
600 

gatggcctgg aagattatcg gaaatacaaa attgacaaac agatcaataa tttaataact 
660 

aaagtttata gtaggaaaga gaaaaaatac attgaccgat gctggaaaga cgttactgtt 
720 

ggggacttta ttcgcctctc ctgcaacgag gtcatccctg cagacatggt actactcttt 
780 

tccactgatc cagatggaat ctgtcacatt gagacttctg gtcttgatgg agagagcaat 
840 

ttaaaacaga ggcaggtggt tcggggatat gcagaacagg actctgaagt tgatcctgag 
900 

aagttttcca gtaggataga atgtgaaagc ccaaacaatg acctcagcag attccgaggc 
960 

ttcctagaac attccaacaa agaacgc 
987 

<210> 2300 
<211> 266 
<212> PRT 

<213> Homo sapiens 
<400> 2300 

Met Thr Glu Ala Leu Gin Trp Ala Arg Tyr His Trp Arg Arg Leu lie 
1 5 10 15 

Arg Gly Ala Thr Arg Asp Asp Asp Ser Gly Pro Tyr Asn Tyr Ser Ser 
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20 


Leu 

Leu 

Ala 

35 

Cys 

Gly 

Arg 

His 

50 

Arg 

lie 

Val 

Glu 

65 

Lys 

Phe 

Ser 

Gly 

Tyr 

Thr 

Leu 

Leu 

Asn 

85 

Arg 

Ala 

Ala 

Asn 

100 

Leu 

Pro 

Leu 

Val 

115 

Glu 

Ala 

Val 

Val 

130 

Leu 

Thr 

lie 

Lys 

145 

Tyr 

Lys 

lie 

Asp 

Ser 

Arg 

Lys 

Glu 

Lys 

165 

val 

Gly 

Asp 

Phe 

180 

lie 

Met 

Val 

Leu 

195 

Leu 

Phe 

Thr 

Ser 

210 

Gly 

Leu 

Asp 

Arg Gly 
225 

Tyr Ala 

Glu 

Ser 

Arg 

lie 

Glu 

Cys 

245 

Gly 

Phe 

Leu 

Glu 

260 

His 


25 


Arg 

Lys 

Ser 

40 

Ser 

Gin 

Val 

Pro 

55 

His 

lie 

Gin 

Ala 

70 

Tyr 

Val 

Asn 

Asn 

Phe 

Val 

Pro Arg 

Asn 

90 

Tyr 

Phe 

Leu 

Phe 

105 

Leu 

Phe 

Gin 

Lys 

120 

Glu 

lie 

lie 

Ala 

135 

lie 

Lys 

Asp 

Lys 

150 

Gin 

lie 

Asn 

Asn 

Lys 

Tyr 

lie 

Asp 

Arg 

170 

Arg 

Leu 

Ser 

Cys 

185 

Asn 

Ser 

Thr 

Asp 

200 

Pro 

Asp 

Gly 

Glu 

215 

Ser 

Asn 

Leu 

Gin 

230 

Asp 

Ser 

Glu 

Val 

Glu 

Ser 

Pro 

Asn 

Asn 

250 

Ser 

Asn 

Lys 

Glu 

.265 

Arg 


30 

He Pro Lys Leu Ser Gly 
45 

Pro Phe Lys Asp Glu Tyr 
60 

Arg lie Arg Thr Thr Lys 
75 80 
Leu Phe Glu Gin Phe His 
95 

Val Val Leu Asn Trp Val 
110 

Thr Met Leu Pro Leu Val 
125 

Gly Leu Glu Asp Tyr Arg 
140 

Leu lie Thr Lys Val Tyr 
155 160 

Cys Trp Lys Asp Val Thr 
175 

Glu Val lie Pro Ala Asp 
190 

Gly lie Cys His lie Glu 
205 

Lys Gin Arg Gin Val Val 
220 

Asp Pro Glu Lys Phe Ser 
235 240 

Asp Leu Ser Arg Phe Arg 
255 


<210> 2301 

<211> 390 

<212> DNA 

<213 > Homo sapiens 

<400> 2301 

tatcccaagc gcttcaaatt 
60 

nncgccacct cttccgcgna 
120 

nncgttgcca cgttgaattc 
180 

gagggggaga atgaggaatc 
240 

ttccccgagg gcattcccga 
300 

acccagatgg gattccccgg 
360 

aataacggaa ttcgagtggg 
390 


tgatgccgat gagttctact 
tttccctgaa gcctgcgata 
aacacaaacg caanactaca 
ctggttcgtc aaagaagttg 
tgacgtacgc aagcaggcag 
ctacttcttg gtggtcgcgg 
ccccgggcgt 


tgaaatcgtc cgaggaaatg 
acactatgga aatcgctgag 
tgcccgattt ccccaccccg 
aacgcggttt gcactaccga 
attatgaagt agggattatt 
attttatcaa ctgggcgaag 


<210> 2302 
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<211> 130 
<212> PRT 

<213 > Homo sapiens 
<4 00> 2302 

Tyr Pro Lys Arg Phe Lys Phe Asp Ala Asp Glu Phe Tyr Leu Lys Ser 

1 5 10 15 
Ser Glu Glu Met Xaa Ala Thr Ser Ser Ala Xaa Phe Pro Glu Ala Cys 
20 25 30 

Asp Asn Thr Met Glu lie Ala Glu Xaa Val Ala Thr Leu Asn Ser Thr 
35 40 45 

Gin Thr Gin Xaa Tyr Met Pro Asp Phe Pro Thr Pro Glu Gly Glu Asn 
50 55 60 

Glu Glu Ser Trp Phe Val Lys Glu Val Glu Arg Gly Leu His Tyr Arg 

65 70 75 80 

Phe Pro Glu Gly He Pro Asp Asp Val Arg Lys Gin Ala Asp Tyr Glu 

85 90 95 

Val Gly lie lie Thr Gin Met Gly Phe Pro Gly Tyr Phe Leu Val Val 
100 105 HO 

Ala Asp Phe lie Asn Trp Ala Lys Asn Asn Gly lie Arg Val Gly Pro 
115 120 125 

Gly Arg 
130 

<210 > 2303 
<211> 638 
<212 > DNA 

<213 > Homo sapiens 
<400> 2303 

nnggatccag gctgcccctg tgtgtctcct tcagtcttcg ttagctgcct gctgctgtct 
60 

gcacctgtgt ttggctacct gggcgaccga catagccgca aggctaccat gagcttcggt 
120 

atcttgctgt ggtcaggagc tggcctctct agctccttca tctccccccg gtattcttgg 
180 

ctcttcttcc tgtcccgggg catcgagggc actggctcgg ccagctactc caccatcgcg 
240 

cccaccgtcc tgggcgacct cttcgtgagg gaccagcgca cccgcgtgct ggctgtcttc 
300 

tacatcttta tccccgttgg aagtggtctg ggctacgtgc tggggtcggc tgtgacgatg 
360 

ctgactggga actggcgctg ggccctccga gtcatgccct gcctggaggc cgtggccttg 
420 

atcctgctta tcctgctggt tccagaccca ccccggggag ctgccgagac acagggggag 
480 

ggggccgtgg gaggcttcag aagcagctgg tgtgaggacg tcagatacct ggggaaaaac 
540 

tggagttttg tgtggtcgac cctcggagtg accgccatgg cctttgtgac tggagccctg 
600 

gggttctggg cccccaagtt tctgctcgag gcacgcgt 
638 

<210> 2304 
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< 211 > 212 
<212 > PRT 

<213 > Homo sapiens 

<400> 2304 
Xaa Asp Pro Gly Cys 
1 5 

Leu Leu Leu Ser Ala 
20 

Arg Lys Ala Thr Met 
35 

Leu Ser Ser Ser Phe 
50 

Ser Arg Gly He Glu 
65 

Pro Thr Val Leu Gly 
85 

Leu Ala Val Phe Tyr 
100 

Val Leu Gly Ser Ala 
115 

Leu Arg Val Met Pro 
130 

Leu Leu Val Pro Asp 
145 

Gly Ala val Gly Gly 
165 

Leu Gly Lys Asn Trp 
. 180 

Met Ala Phe Val Thr 
195 

Leu Glu Ala Arg 
210 

<210> 2305 
<211> 340 
<2 12> DNA 

<213 > Homo sapiens 


Pro 

Cys 

Val 

Ser 

Pro 

Ser 

Val 

Phe 

Val 

Ser 

Cys 




10 





15 


Pro 

Val 

Phe Gly 

Tyr 

Leu Gly 

Asp 

Arg 

His 

Ser 




25 





30 



Ser 

Phe 

Gly 

lie 

Leu 

Leu 

Trp 

Ser 

Gly 

Ala 

Gly 



40 





45 




lie 

Ser 

Pro 

Arg 

Tyr 

Ser 

Trp 

Leu 

Phe 

Phe 

Leu 


55 





60 





Gly 

Thr 

Gly Ser 

Ala 

Ser Tyr 

Ser 

Thr 

lie 

Ala 

70 





75 





80 

Asp 

Leu 

Phe 

Val 

Arg 

Asp 

Gin 

Arg 

Thr 

Arg 

Val 




90 





95 


lie 

Phe 

lie 

Pro 

Val 

Gly 

Ser 

Gly 

Leu 

Gly 

Tyr 




105 





110 



Val 

Thr 

Met 

Leu 

Thr 

Gly Asn 

Trp 

Arg 

Trp 

Ala 



120 





125 




Cys 

Leu 

Glu 

Ala 

Val 

Ala 

Leu 

lie 

Leu 

Leu 

lie 

135 





140 





Pro 

Pro 

Arg Gly 

Ala 

Ala 

Glu 

Thr 

Gin 

Gly 

Glu 

150 





155 





160 

Phe 

Arg 

Ser 

Ser 

Trp 

Cys 

Glu 

Asp 

Val 

Arg 

Tyr 




170 





175 


Ser 

Phe 

Val 

Trp 

Ser 

Thr 

Leu 

Gly 

Val 

Thr 

Ala 




185 





190 



Gly 

Ala 

Leu Gly 

Phe 

Trp 

Ala 

Pro 

Lys 

Phe 

Leu 


200 





205 





<4 00 > 2305 

gcccccgcct ctatcttccg gcatcgtcac agtcgcatcg tgacggtact ggctggagtc 
60 

tcggaccagc acactttgac cgtcgtggtc gcctcgtgac atggggtaac gcgaacctcg 
120 

tcgctcctgt tcttgacctc ttccgtgccc ccattgacaa cgatcgggca agttcactgg 
180 

cccgcaacgc tattggtgac gcagcactcg cagctggtct cgaccgactc gtccacacca 
240 

cggcgtcggt gcgcgacgag ggcgatgagt tggtcgtcgt tactcgcagc gctgctgccg 
300 

ccgcacgcaa ttccatgacg acaacgtgga gttggcgcgc 
340 

<210> 2306 
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< 211 > 101 
<212> PRT 

<213> Homo sapiens 

<4 00> 2306 
Met Glu Leu Arg Ala 
1 5 

ser Ser Pro Ser Ser 
2° 

Arg Pro Ala Ala Ser 
35 

Leu Ala Arg Ser Leu 
50 

Ala Thr Arg Phe Ala 
65 

Lys Cys Ala Gly Pro 
85 

Asp Asp Ala Gly Arg 
100 


Ala 

Ala 

Ala 

Ala 

Leu 

Arg 

Val 

Thr 

Thr 

Thr 

Asn 





10 





15 


Arg 

Thr 

Asp 

Ala 

Val 

Val 

Trp 

Thr 

Ser 

Arg 

Ser 



25 





30 



Ala 

Ala 

Ser 

Pro 

He 

Ala 

Leu Arg 

Ala 

Ser 

Glu 



40 





45 




Ser 

Met 

Gly 

Ala 

Arg 

Lys 

Arg 

Ser 

Arg 

Thr Gly 


55 





60 





Leu 

Pro 

His 

Val 

Thr 

Arg 

Arg 

Pro 

Arg 

Arg 

Ser 

70 





75 





80 

Arg 

Leu 

Gin 

Pro 

Val 

Pro 

Ser 

Arg 

Cys 

Asp 

Cys 




90 





95 



<210> 2307 
<211> 360 
<212> DNA 

<213> Homo. sapiens 


<400> 2307 

ngcttctcag ctgaaggggg agataaagct ctacataaga tgggtccagg tgggggcaaa 
60 

gccaaggcac tgggtggggc tggcagtggg agcaagggct cagcaggtgg cggaagcaag 
120 

cgacggctga gcagcgaaga cagctccctg gagccagacc tggccgagat gagcctggat 
180 

gacagcagcc tggccctggg cgcagaggcc aggaccttcg ggggattccc tgagagccct 
240 

ccaccctgtc ctctccacgg tggctcccga ggcccttcca ctttccttcc tgagccccca 
300 

gatacttatg aagaagatgg tgatgagagt ggcaatgggc ttcccaaaac caaagaggca 
•360 ' 

<210> 2308 
< 211 > 120 
<212> PRT 

<213 > Homo sapiens 


<400> 2308 


Xaa Phe 

Ser 

Ala 

Glu 

Gly 

Gly 

Asp 

Lys 

Ala Leu His 

Lys 

Met 

Gly 

Pro 

1 



5 




10 



15 


Gly Gly 

Gly 

Lys 

Ala 

Lys 

Ala 

Leu 

Gly 

Gly Ala Gly 

Ser 

Gly 

Ser 

Lys 


20 





25 



30 



Gly Ser 

Ala 

Gly 

Gly 

Gly 

Ser 

Lys 

Arg 

Arg Leu Ser 

Ser 

Glu 

Asp 

Ser 

35 





40 



45 




Ser Leu 

Glu 

Pro 

Asp 

Leu 

Ala 

Glu 

Met 

Ser Leu’ Asp 

Asp 

Ser 

Ser 

Leu 

50 





55 



60 





Ala Leu 

Gly 

Ala 

Glu 

Ala 

Arg 

Thr 

Phe 

Gly Giy Phe 

Pro 

Glu 

Ser 

Pro 
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65 70 75 80 

Pro Pro Cys Pro Leu His Gly Gly Ser Arg Gly Pro Ser Thr Phe Leu 

85 90 95 

Pro Glu Pro Pro Asp Thr Tyr Glu Glu Asp Gly Asp Glu Ser Gly Asn 
100 105 HO 

Gly Leu Pro Lys Thr Lys Glu Ala 
115 120 

<210> 2309 

<211> 395 

<212> DNA 

<213> Homo sapiens 

<400> 2309 . . ... 

ggatccctac aaacggggcc ctgctctgag cacattccca tgagggctgc ctgccc g g 

60 

cactctctgc cctgggccgc ggggcctgac tgggttccca cctcctccta cccac gggg 
120 

tcttttccag caggcacagg gattcctcat gggggaggca gagcccaccc gtctgtcctc 
180 

ggtgacggcc tgagctgtgc acggcctccc ctgccctcct gttctcaggc cccccagggt 
240 

ccatccagcc ccagcgtgtg gcgttctggc tcttccctgg agtctcctcc cagaccacgc 
300 

gactccactc acactgtgcc tagcggactg tgtggttgat gcagccggct cacttgagtg 
360 

tgttgtgtta tgcccacaac aggcttgccg tcacc 
395 

<210> 2310 
<211> 108 
<212> PRT 

<213> Homo sapiens 

<4 00> 2310 „ . 

Met Gly Pro Cys Ser Glu His lie Pro Met Arg Ala Ala Cys Pro Val 
1 5 10-15 

His Ser Leu Pro Trp Ala Ala Gly Pro Asp Trp Val Pro Thr Ser Ser 
20 25 30 

Tyr Pro Leu Gly Ser Phe Pro Ala Gly Thr Gly He Pro His Gly Gly 
35 40 45 

Gly Arg Ala His Pro Ser Val Leu Gly Asp Gly Leu Ser Cys Ala Arg 
SO 55 60 

Pro Pro Leu Pro Ser Cys Ser Gin Ala Pro Gin Gly Pro Ser Ser Pro 

65 70 75 80 

Ser Val Trp Arg Ser Gly Ser Ser Leu Glu Ser Pro Pro Arg Pro Arg 

85 90 95 

Asp Ser Thr His Thr Val Pro Ser Gly Leu Cys Gly 
100 105 


<210> 2311 
<211> 378 
<212> DNA 

<213> Homo sapiens 
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<400> 2311 

gtgcacgccg agatgctgcc gcaagacaag cagcgtgtcg tcggcgagtt gaagcgccag 
6° 

ggcttctcag tgatcaaggt cggcgatggc atcaatgatt gcgacgctct cgccgcggcg 
120 

gatgtcggca gtcccatggg cggcagcgcg gacgtggctc tcgaaacggc cgatgctgcc 
180 

gtccttcacg gacgggtggg ggacgtcttc gcgatgatcg ccctatcgaa gcgaaccatg 
240 

gccaacattc gacagaacat cgcgatcgcg atcgggctaa aggcggtgtt ccttgtaacg 
300 

accgtcgtcg gcatcacggg gctttggcct gcaatcctcg ccgatacggg gaccacggag 
360 

cttgtgacca tgaacgcg 
378 

<21G> 2312 
<211> 126 
<212> PRT 

<213> Homo sapiens 
<400> 2312 

Val His Ala Glu Met Leu Pro Gin Asp 
1 5 

Leu Lys Arg Gin Gly Phe Ser Val He 
20 25 

Asp Cys Asp Ala Leu Ala Ala Ala Asp 
35 40 

Ser Ala Asp Val Ala Leu Glu Thr Ala 
50 55 

Arg Val Gly Asp Val Phe Ala Met lie 
65 70 

Ala Asn lie Arg Gin Asn lie Ala lie 
85 

Phe Leu Val Thr Thr Val Val Gly lie 
100 105 

Leu Ala Asp Thr Gly Thr Thr Glu Leu 
115 120 

<210> 2313 
<211> 669 
<212> DNA 
<213 > Homo sapiens 

<400> 2313 

ctagtggcat ggtctcgctg gtctttagtg gagcataccg acacatcggt gactcaaacg 
60 

atccgaatca tggctcgtcc tggttggcct ggaaccatta acgtacgcct cacccatcgc 
120 

ttaagcgacg ccggtctagc tgtcgaagtc accgcgcgca atgtcggtac gacagcgggg 
180 

ccgcttggat acgcagcaca cccctatctc tgtctgggtg gcaccatcga cgactggaca 
240 


Lys 

Gin 

Arg 

Val 

Val 

Gly 

Glu 

10 





15 


Lys 

Val 

Gly 

Asp Gly 

lie 

Asn 





30 



Val 

Gly 

Ser 

Pro 

Met 

Gly 

Gly 




45 




Asp 

Ala 

Ala 

Val 

Leu 

His 

Gly 



60 





Ala 

Leu 

Ser 

Lys 

Arg 

Thr 

Met 


75 





80 

Ala 

lie 

Gly 

Leu 

Lys 

Ala 

Val 

90 





95 


Thr 

Gly 

Leu 

Trp 

Pro 

Ala 

lie 





110 



Val 

Thr 

Met 

Asn 

Ala 




125 
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gtcgacgccc cgtttacctc gtggttacag gtcgatgatc ggctgctacc aatgcagatg 
300 

cgcgagatgg acagcatcca cgcgctgaac ggtctcacgg gcggacagcg caccttcgat 
360 

accgcttaca ccgtgaaagg aggacggaac cgtcggatcg cccgcatggc gtatccgggt 
420 

ctcaacggtg aaacgagcca cgaattgtgg ggcgacgccg cgatgagctg ggtgcaagtc 
480 

tacactccag acgaccgcca cagtctggcc atcgagccaa tgacctgcgg cccagatgca 
540 

tttaatgagg gcccgaccca cggtgacgtc attcgactgg agcccggtaa tgacgtcaca 
600 

ctgcactggg gcatcgccta acccgcggaa gctcgaaagg acaaggacgg gaaggcagga 
660 

ttcacgcgt 

669 

<210> 2314 
<211> 206 
<212 > PRT 

<213 > Homo sapiens 


<4 00> 2314 


Leu 

Val 

Ala 

Trp 

Ser 

Arg 

Trp 

Ser 

Leu 

Val 

Glu 

His 

Thr 

Asp 

Thr 

Ser 

1 



5 





10 





IS 


Val 

Thr 

Gin 

Thr 

lie 

Arg 

lie 

Met 

Ala 

Arg 

Pro Gly 

Trp 

Pro 

Gly Thr 




20 





25 





30 



He 

Asn 

Val 

Arg 

Leu 

Thr 

His. 

Arg 

Leu 

Ser 

Asp 

Ala 

Gly 

Leu 

Ala 

Val 



35 





40 





45 




Glu 

Val 

Thr 

Ala 

Arg 

Asn 

Val 

Gly Thr 

Thr 

Ala 

Gly 

Pro 

Leu 

Gly Tyr 


50 





55 





60 




Thr 

Ala 

Ala 

His 

Pro 

Tyr 

Leu 

Cys 

Leu Gly 

Gly 

Thr 

lie 

Asp 

Asp 

Trp 

65 





70 





75 





80 

Val 

Asp 

Ala 

Pro 

Phe 

Thr 

Ser 

Trp 

Leu 

Gin 

Val 

Asp 

Asp 

Arg 

Leu 

Leu 




85 





90 





95 


Pro 

Met 

Gin 

Met 

Arg 

Glu 

Met 

Asp 

Ser 

lie 

His 

Ala 

Leu 

Asn 

Gly 

Leu 




100 





105 





110 


w 

Thr Gly Gly 

Gin 

Arg 

Thr 

Phe 

Asp 

Thr 

Ala 

Tyr 

Thr 

Val 

Lys 

Gly Gly 



115 





120 





125 




Arg 

Asn 

Arg 

Arg 

lie 

Ala 

Arg 

Met 

Ala 

Tyr 

Pro Gly 

Leu 

Asn 

Gly Glu 

130 





135 





140 




Val 

Thr 

Ser 

His 

Glu 

Leu 

Trp 

Gly 

Asp 

Ala 

Ala 

Met 

Ser 

Trp 

Val 

Gin 

145 





150 





155 





160 

Tyr 

Thr 

Pro 

Asp 

Asp 

Arg 

His 

Ser 

Leu 

Ala 

lie 

Glu 

Pro 

Met 

Thr 

Cys 




165 





170 





175 


Gly 

Pro 

Asp 

Ala 

Phe 

Asn 

Glu 

Gly 

Pro 

Thr 

His 

Gly 

Asp 

Val 

He 

Arg 



180 





185 





190 



Leu 

Glu 

Pro 

Gly 

Asn 

Asp 

Val 

Thr 

Leu 

His 

Trp Gly 

lie 

Ala 





195 





200 





205 





<210> 2315 

<211> 546 

<212> DNA 

<213 > Homo sapiens 
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<400> 2315 

nacgcgtccc tcatcgatac 
60 

acccaaggcc gaccaattcg 
120 

ccggtacatg aactgtttga 
180 

cacaacgtct actacgacga 
240 

gttgaggtcg agggtgcccc 
300 

attgctcagg catcagcccg 
360 

tcaggctatg aaggccacta 
420 

tacactcatc caagaatcgc 


cgagcccggg atgggaaaac 
catcgataag gcggtcgctt 
ccgagtgcgc cgcagcttag 
acagcgtgca tggcttgacg 
gaccggtatt cagcaggctg 
tgcagatcaa cttggcattc 
cttttgggac actgaggttt 
tgagaatgcg ctgagattcc 


gggtgtatcg cgttgaggcc 
atcacacttc tcgcggcgtg 
accgagtgcg tgaacagggg 
attactgggc aacggctgat 
tcaggtggaa ccttttccag 
cggcaaaggg tgtaaccggg 
atgtcatccc gatgttgacc 
gggtgaatac: ccttccgcaa 


480 

gctcgacgcc gggctaagga attgtctgaa cgaggcgccc ttttcccgtg gcgaacaatc 


540 

accggt 

546 

<210> 2316 
<211> 182 
<212> PRT 

<213 > Homo sapiens 
<400> 2316 


Xaa 

Ala 

Ser 

Leu 

lie 

ASp 

Thr 

Glu 

1 




5 




Arg 

Val 

Glu 

Ala 

Thr 

Gin 

Gly 

Arg 




20 





Ala 

Tyr 

His 

Thr 

Ser 

Arg 

Gly 

Val 



35 





40 

Val 

Arg 

Arg 

Ser 

Leu 

Asp 

Arg 

Val 


50 





55 


Tyr 

Asp 

Glu 

Gin 

Arg 

Ala 

Trp 

Leu 

65 





70 



Val 

Glu 

Val 

Glu 

Gly 

Ala 

Pro 

Thr 





85 




Asn 

Leu 

Phe 

Gin 

lie 

Ala 

Gin 

Ala 




100 





He 

Pro 

Ala 

Lys 

Gly 

val 

Thr 

Gly 



115 





120 

Trp Asp 

Thr 

Glu 

Val 

Tyr 

Val 

lie 


130 





135 


Arg 

lie 

Ala 

Glu 

Asn 

Ala 

Leu 

Arg 

145 





150 



Ala 

Arg 

Arg 

Arg 

Ala 

Lys 

Glu 

Leu 





165 




Trp 

Arg 

Thr 

lie 

Thr 

Gly 






180 






Pro 

Gly 

10 

Met 

Gly Lys 

Arg 

Val 

15 

Tyr 

Pro 

25 

lie 

Arg 

lie Asp 

Lys 

30 

Ala 

Val 

Pro 

Val 

His 

Glu Leu 
45 

Phe 

Asp 

Arg 

Arg 

Glu 

Gin 

Gly His 
60 

Asn 

Val 

Tyr 

Asp 

Asp 

Tyr Trp Ala 
75 

Thr 

Ala 

Asp 

80 

Gly 

lie 

90 

Gin 

Gin Ala 

Val 

Arg 

95 

Trp 

Ser 

105 

Ala 

Arg 

Ala Asp 

Gin 

110 

Leu 

Gly 

Ser 

Gly Tyr Glu Gly 
125 

His 

Tyr 

Phe 

Pro 

Met 

Leu 

Thr Tyr 
14 0 

Thr 

His 

Pro 

Phe 

Arg 

Val 

155 

Asn Thr 

Leu 

Pro 

Gin 

160 

Ser 

Glu 

170 

Arg 

Gly Ala 

Leu 

Phe 

175 

Pro 
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<210> 23X7 

<2 11> 496 

<2 12> DNA 

<213> Homo sapiens 

<4 00> 2317 

gccggcgggc tcgggaacgg tcactgacct gcagcaggca atggcggtcg cggtttaatc 
60 

agggttctgc acggagtttt ggatagtccg tccagtcgcc actggcaagg cgcgaccagg 
120 

cagctgctga cgctgctgtg atgccgagga gatcggagac gattcgtggg tgcatctgcc 
180 

gggtcagttc gatcagcgcg gtcgttcgag cgcttcctga acgcagcccc tgctggcgca 
240 

gacgtcggct gagtgggcct ggtgtgagat gcaaccccgg attcctgcca ggaaagagcc 
300 

atccctcggg tcggtgtctc gatgtgtcag cgagctcggc gatcgcattc ccgaggacct 
360 

cgggcagttc gattggctcg gctccgatgg tgagcttccc cggtcgtgat gtcacgtcga 
420 

cctgctcacg ggtgagcgcg acgatgcgag tgaggtggag gccgtagagg agcacgagca 
480 

acccagcggc acgcgt 
496 

<210> 2318 
<211> 108 
<212> PRT 

<213> Homo sapiens 
<4 00> 2318 

Met Pro Arg Arg Ser Glu Thr He Arg Gly Cys lie Cys Arg Val Ser 
1 5 10 

Ser lie Ser Ala Val Val Arg Ala Leu Pro Glu Arg Ser Pro Cys Trp 
20 25 30 

Arg Arg Arg Arg Leu Ser Gly Pro Gly Val Arg Cys Asn Pro Gly Phe 
35 40 45 

Leu Pro Gly Lys Ser His Pro Ser Gly Arg Cys Leu Asp Val Ser Ala 
50 55 60 

Ser Ser Ala lie Ala Phe Pro Arg Thr Ser Gly Ser Ser lie Gly Ser 

65 70 75 80 

Ala Pro Met Val Ser Phe Pro Gly Arg Asp Val Thr Ser Thr Cys Ser 

85 90 95 

Arg Val Ser Ala Thr Met Arg Val Arg Trp Arg Pro 
100 105 

<210> 2319 
c211> 1748 
<212 > DNA 

<213 > Homo sapiens 
<4 00> 2319 

ntgatcaagt ctcggtctct ggattatacc tttgttcctc gaacttggat ctttcctgct 
60 
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gaatatactc 

120 

tttatagtga 

180 

gacaaacttc 

240 

atggaaggtt 

300 

aaaatatttc 

360 

aatgagtcca 

420 

aatgagcatt 

480 

tttacagaat 

540 

gaattggtgg 

600 

tgtagacctg 

660 

attttgttgg 

720 

ggaactgatc 

780 

ctactaaaca 

840 

caaaggaggc 

900 

gaacagcaga 

960 

gtacgaaagc 

1020 

atttatcctc 

1080 

tttcagacct 

1140 

aaaaggatga 

1200 

aagttgatgg 

1260 

agtactgaga 

1320 

agcagctctt 

1380 

aagcaagtta 

1440 

tccataagac 

1500 

gacacccgcc 

1560 

cggtcacatt 

1620 

atgcctgctc 

1680 


aattccaaaa 

aaccagctaa 

catctcagga 

acaagtttga 

tctaccatga 

atttgaccca 

ttgaacggga 

tccttcaagc 

taaagaccct 

gtcaacctcc 

atagaaaact 

agaaaataga 

taaggaccag 

tctatggtca 

gacaccagtt 

agatctcacg 

ctgaagataa 

tcctttcagg 

aggaagaaga 

gaaaaactac 

taatgaaaag 

cagaatctga 

catataatct 

gttcagtcag 

cattttctgc 

ccttaaaccc 

taccaactct 


ttatgtgaaa 

tggtgcaatg 

tcatttgatt 

cttacgaatt 

tgggcttgtg 

gttatacatg 

tgaaactgag 

aaatcaacat 

gattgtagca 

aggaagcgaa 

aaagccatgg 

ctatgatgta 

tgacaaaaga 

aaattcaatt 

ggagaggcgg 

agaagaacat 

agcattactt 

aagagcagct 

tattttggat 

caagactcga 

accaaagtac 

cgaaaatgaa 

taaaccctcc 

ctgccctcgg 

tcaacaaatg 

gggccttcct 

caagtgagtg 


gaattgaaga 

ggtcatggga 

gttcaagaat 

tatattctgg 

cgaatgggta 

catctgacaa 

aacaaaggca 

gatgttgcta 

gaacctcatg 

agtgtctgct 

cttctggaga 

aaaaggggag 

agaaacttgg 

aaaaggctct 

aaagaagagt 

gaaaatcgac 

gaaaagtatg 

tcattccagc 

cttctggagc 

ggaccaaagc 

tgcagcagtg 

aaagaagagt 

aaccactaca 

tccatctctg 

atatctgtgt 

cctacatgag 

agtctttgcg 


aaaaacggaa 

tttctttgat 

acattgaaaa 

ttacatcgtg 

cagagaagta 

actactccgt 

gcaaacgttc 

agttttggag 

tcctgcatgc 

ttgaagtcct 

ttaaccgagc 

tgctgctaaa 

ccaaacaaaa 

taccaggctc 

tgaaagagag 

atatggggaa 

aaaatttgtt 

gagagttgaa 

aatgtgaaat 

ctctgtgttc 

acagcagtta 

accaaaataa 

aattaattca 

ctcaatcacc 

cacggccaac 

gcatctgcct 

gcaactgaaa 


gcagaaaact 

aagaaatggt 

gcctttccta 

tgatccacta 

cattccacct 

gaacaagcat 

catcaaatgg 

tgatatttca 

ctatcgaatg 

gggatttgat 

cccaagcttt 

tgcgttgaag 

agctgaggct 

ctcagactgg 

actcgctcaa 

ttatagacga 

agctgttgcc 

taatcctttg 

tgatgatgaa 

tatgcctgag 

tgatagtagc 

gaaaagagaa 

acaacccagc 

ttccagtggg 

ttctgcatct 

cacagtaatg 

acaaaagaac 
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aagaagatga tctaacaagt cagaccttat ttgttctcaa agacatgaag atccggtttc 
1740 

caggaaag 

1748 


<210> 2320 
<211> 532 
<212> PRT 

<213> Homo sapiens 
<400> 2320 

Xaa He Lys Ser Arg Ser 
1 5 

lie Phe Pro Ala Glu Tyr 
20 

Lys Lys Lys Arg Lys Gin 
35 

Ala Met Gly His Gly lie 
50 

Ser Gin Asp His Leu lie 
65 70 

Met Glu Gly Tyr Lys Phe 
85 

Cys Asp Pro Leu Lys lie 
100 

Gly Thr Glu Lys Tyr lie 
115 

Tyr Met His Leu Thr Asn 
130 

Glu Arg Asp Glu Thr Glu 
145 150 

Phe Thr Glu Phe Leu Gin 
165. 

Ser Asp lie Ser Glu Leu 
180 

His Val Leu His Ala Tyr 
195 

Ser Glu Ser Val Cys Phe 
210 

Arg Lys Leu Lys Pro Trp 
225 230 

Gly Thr Asp Gin Lys lie 
245 

Asn Ala Leu Lys Leu Leu 
260 

Leu Ala Lys Gin Lys Ala 
275 

Ser lie Lys Arg Leu Leu 
290 

His Gin Leu Glu Arg Arg 
305 310 

Val Arg Lys Gin lie Ser 
325 

Asn Tyr Arg Arg lie Tyr 


Leu Asp Tyr Thr Phe Val Pro Arg Thr Trp 
10 15 

Thr Gin Phe Gin Asn Tyr Val Lys Glu Leu 
25 30 

Lys Thr Phe lie Val Lys Pro Ala Asn Gly 
40 45 

Ser Leu lie Arg Asn Gly Asp Lys Leu Pro 
55 60 

Val Gin Glu Tyr lie Glu Lys Pro Phe Leu 
75 80 

Asp Leu Arg lie Tyr lie Leu Val Thr Ser 
90 95 

Phe Leu Tyr His Asp Gly Leu Val Arg Met 
105 HO 

Pro Pro Asn Glu Ser Asn Leu Thr Gin Leu 
120 125 

Tyr Ser Val Asn Lys His Asn Glu His Phe 
135 140 

Asn Lys Gly Ser Lys Arg Ser lie Lys Trp 
155 160 


Ala Asn Gin His Asp Val Ala Lys Phe Trp 
170 175 

Val Val Lys Thr Leu lie Val Ala Glu Pro 
185 190 

Arg Met Cys Arg Pro Gly Gin Pro Pro Gly 
200 205 

Glu Val Leu Gly Phe Asp lie Leu Leu Asp 
215 220 

Leu Leu Glu lie Asn Arg Ala Pro Ser Phe 
235 240 

Asp Tyr Asp Val Lys Arg Gly Val Leu Leu 
250 255 

Asn He Arg Thr Ser Asp Lys Arg Arg Asn 
265 270 

Glu Ala Gin Arg Arg Leu Tyr Gly Gin Asn 
280 285 

Pro Gly Ser Ser Asp Trp Glu Gin Gin Arg 
295 300 

Lys Glu Glu Leu Lys Glu Arg Leu Ala Gin 
315 320 

Arg Glu Glu His Glu Asn Arg His Met Gly 
330 335 

Pro Pro Glu Asp Lys Ala Leu Leu Glu Lys 
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340 





345 





350 



Tyr 

Glu 

Asn 

Leu 

Leu 

Ala 

Val 

Ala 

Phe 

Gin 

Thr 

Phe 

Leu 

Ser 

Gly 

Arg 



355 





360 





365 




Ala 

Ala 

Ser 

Phe 

Gin 

Arg 

Glu 

Leu 

Asn 

Asn 

Pro 

Leu 

Lys 

Arg 

Met 

Lys 


370 





375 





380 





Glu 

Glu 

Asp 

He 

Leu 

Asp 

Leu 

Leu 

Glu 

Gin 

Cys 

Glu 

lie 

Asp 

Asp 

Glu 

385 





390 





395 





400 

Lys 

Leu 

Met 

Gly 

Lys 

Thr 

Thr 

Lys 

Thr 

Arg 

Gly 

Pro 

Lys 

Pro 

Leu 

Cys 





405 





410 





415 


Ser 

Met 

Pro 

Glu 

Ser 

Thr 

Glu 

lie 

Met 

Lys 

Arg 

Pro 

Lys 

Tyr 

Cys 

Ser 




420 





425 





430 



Ser Asp 

Ser 

Ser 

Tyr 

Asp 

Ser 

Ser 

Ser 

Ser 

Ser 

Ser 

Glu 

Ser 

Asp 

Glu 



435 





440 





445 




Asn 

Glu 

Lys 

Glu 

Glu 

Tyr 

Gin 

Asn 

Lys 

Lys 

Arg 

Glu 

Lys 

Gin 

Val 

Thr 


450 





455 





460 





Tyr Asn 

Leu 

Lys 

Pro 

Ser 

Asn 

His 

Tyr 

Lys 

Leu 

lie 

Gin 

Gin 

Pro 

Ser 

465 





470 





475 





400 

Ser 

lie 

Arg 

Arg 

Ser 

Val 

Ser 

Cys 

Pro 

Arg 

Ser 

lie 

Ser 

Ala 

Gin 

Ser 





485 





490 





495 


Pro 

Ser 

Ser 

Gly 

Asp 

Thr 

Arg 

Pro 

Phe 

Ser 

Ala 

Gin 

Gin 

Met 

He 

Ser 




500 





505 





510 



Val 

Ser 

Arg 

Pro 

Thr 

Ser 

Ala 

Ser 

Arg 

Ser 

His 

Ser 

Leu 

Asn 

Pro Gly 



515 





520 





525 




Leu 

Pro 

Pro 

Thr 














530 


<210> 2321 
<211> 433 
<212> DNA . 

<213> Homo sapiens 

<400> 2321 

caattgtgtg gacgtgtcta tgtgtgtttc taattctata ctatcttgaa aatggttcag 
60 

cgttctagaa atacagccac ataatttttt ttgttttgaa aaactgctca gcaaatgcat 
120 

acaggtcata atggcaggta acagaccatt tattgaagtg ctgaaacaaa tagaaaacaa 
180 

agtccaggac accatcacag agcagtactt cccttgtgag atactctcag ctaagtaaga 
240 

attgagtgag acaacaataa aacaaatacc cataggcttt tcaaacagta acaacccgct 
300 

cagggttagc agcatttcta gaccttgatg gtaaaatgat gttctcaacc tttgctttca 
360 

gacactggat cactgcttaa gtagccttta tcttttcccc ctaatttttg ttgaagatgc 
420 

cagaggtgga gtg 
433 

n 

<210> 2322 
<211> 105 
<212> PRT 

<213> Homo sapiens 
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<400> 2322 

Met Leu Leu Thr Leu Ser Gly Leu Leu Leu Phe Glu Lys Pro Met Gly 
1 5 10 15 

lie cys Phe He Val Val Ser Leu Asn Ser Tyr Leu Ala Glu Ser lie 
20 25 30 

Ser Gin Gly Lys Tyr Cys Ser Val Met Val Ser Trp Thr Leu Phe Ser 
35 40 45 

lie Cys Phe Ser Thr Ser lie Asn Gly Leu Leu Pro Ala lie Met Thr 
50 55 60 

Cys Met His Leu Leu Ser Ser Phe Ser Lys Gin Lys Lys Leu Cys Gly 

65 70 75 BO 

Cys lie Ser Arg Thr Leu Asn His Phe Gin Asp Ser lie Glu Leu Glu 

85 90 95 

Thr His He Asp Thr Ser Thr Gin Leu 
100 105 

<210> 2323 
<211> 532 
<212> DNA 

<213 > Homo sapiens 
<400> 2323 

acgcgtcaaa actggcaaag ctggcggctt agggggaggg gcaagtggac ttggaggccc 
60 

tcctccactg tgcaccccct tggaaaaaaa gcggaggggg catcaagtaa aagtttcttg 
120 

ccaggcagag ccagctcggc ggccccccgc acatagctgg ggttagcagg ggttgcttct 
180 

ctgccgggca cagcgntctc caggagccag ccggggagag ctgagccaag gccgaaggag 
240 

ccgcctgcgg gcttagccgc cccctcccgc ccgttggccc cagagcggac gctgggacgc 
300 

ccggggtctg gcagctctgc gcccggctag gagcgggcgg gcgagcatta gcctgcgtcc 
360 

tggagaaggg gcgcagcgcc gcagttgagg ccgaagcagc ccctcgcggg cgtaggatac 
420 

ctgtcagtga gcgcccggat tgcacggccc ccgggtagtg cctgccggcg aggggcggga 
480 

gctcgggtga cttggccatc cccatccccg gcccaggccc ggagggcggc eg 
532 

<210> 2324 
<2il> 51 
<212> PRT 

<213 > Homo sapiens 
<400> 2324 

Thr Arg Gin Asn Trp Gin Ser Trp Arg 
1 5 

Thr Trp Arg Pro Ser Ser Thr Val His 
20 25 

Gly Ala Ser Ser Lys Ser Phe Leu Pro 
35 40 

Pro Arg Thr 


Leu Arg Gly Arg Gly Lys Trp 
10 15 

Pro Leu Gly Lys Lys Ala Glu 
30 

Gly Arg Ala Ser Ser Ala Ala 
45 
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50 

<210> 2325 
<211> 459 
<212> DNA 

<213> Homo sapiens 


<400> 2325 

nnacgcgtgc aggaccgcat 
60 

gatgagaacc gttttgtggc 
120 

ccccgcaagg gccgcattat 
180 

gccacaaaga ccatctcagc 
240 

aacatgcgct gccacggcgt 
300 

aacggcgtct tcatgtgcgc 
360 

gacactgtct acaagaagct 
420 

cgcactccct acctggggga 
459 

<210> 2326 
<211> 153 
<212> PRT 

<213> Homo sapiens 


gagcgccatc tgggagagag 
cgttaccagt tccaacgcag 
tcccggagcc gatgctgatg 
cagcacgcag gtccagggag 
gccactggtc accatcagcc 
cgagggcacc ggcaagttct 
ggtccagaga gagaagactt 
tgtcgctgtt gtcgtgcac 


gagtggttgg aggaaagatg 
ctaagcttct gaacctgtat 
tggtggtgtg ggacccagaa 
gagacttcaa cctgtatgag 
99999 c 9 c 9 t cgtgtatgag 
gtcccctgag gtccttccca 
taaaggttag aggagtggcc 


<400> 2326 


Xaa Arg Val 

Gin 

Asp 

Arg 

Met 

Ser 

1 



5 




Gly Gly Lys 

Met 

Asp 

Glu 

Asn 

Arg 



20 





Ala Ala 

Lys 

Leu 

Leu 

Asn 

Leu 

Tyr 


35 





40 

Gly Ala 

Asp 

Ala 

Asp 

Val 

Val 

Val 

50 





55 


lie Ser 

Ala 

Ser 

Thr 

Gin 

Val 

Gin 

65 




70 



Asn Met 

Arg 

Cys 

His 

Gly 

Val 

Pro 




85 




Val Val 

Tyr 

Glu 

Asn 

Gly 

Val 

Phe 



100 





Phe Cys 

Pro 

Leu 

Arg 

Ser 

Phe 

Pro 


115 





120 

Gin Arg Glu 

Lys 

Thr 

Leu 

Lys 

Val 

130 





135 


Leu Gly Asp 

Val 

Ala 

Val 

Val 

Val 

145 




150 




<210 > 2327 
<211> 599 


Ala 

He 

10 

Trp 

Glu 

Arg 

Gly 

Val 

15 

Val 

Phe 

25 

Val 

Ala 

Val 

Thr 

Ser 

30 

Ser 

Asn 

Pro 

Arg 

Lys Gly 

Arg 

45 

lie 

lie 

Pro 

Trp 

Asp 

Pro 

Glu 

60 

Ala 

Thr 

Lys 

Thr 

Gly 

Gly Asp 
75 

Phe 

Asn 

Leu 

Tyr 

Glu 

80 

Leu 

Val 

90 

Thr 

He 

Ser 

Arg 

Gly 

95 

Arg 

Met 

105 

Cys 

Ala 

Glu 

Gly 

Thr 

110 

Gly 

Lys 

Asp 

Thr 

Val 

Tyr 

Lys 

125 

Lys 

Leu 

Val 

Arg 

His 

Gly val 

Ala 

140 

Arg 

Thr 

Pro 

Tyr 
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<212 > DNA 

<213> Homo sapiens 

<4 00> 2327 

gaattccaga agatcaagta 
60 

gcctttcctg tgggaaacgc 
120 

tcagagatcc gagcagctga 
180 

gacttctcgg agcttttcaa 
240 

tgtgtggggc tctggtgcct 
300 

ctggtggcgt tcgaggcctc 
360 

aagatgggca acaagcccca 
420 

gccagtgatg agatcgtacc 
480 

gtcccagtgg gagccccagc 
540 

gccgctcccc acaggagaac 


ttcctacgat gccctggaga 
cttctcatac tatcagagca 
gaagaaattt gggagcaaca 
ggagagagcc acagccccct 
ggatgagtac tggtactaca 
gctggtgcag cagcagatgc 
catgatccag gtctaccgaa 
aggggaoatc gtctccatcg 
ctcagggcct ctggccaacc 
ctggtgccat gtgacgtgct 


agaagcagtt tctccccgtg 
acagaggctt ccaggaagac 
aggccgagat ggtggtgcct 
tctttgtatt tcaggtgttc 
gcgtctttac gctatccatg 
ggaacatgtc ggagatccgg 
gccgcaagtg gaggcccatt 
gtgaggccgg gttccgctca 
ctcctgcctc tgccctgcag 
tctgctgcga ggccgctgc 


599 

<2 10> 2328 

<211 > 199 

<212> PRT 

<213 > Homo sapiens 


<4 00 > 2328 


Glu 

1 

Phe 

Gin 

Lys 

lie 

5 

Lys 

Phe 

Leu 

Pro 

Val 

20 

Ala 

Phe 

Ser 

Asn 

Arg 

35 

Gly 

Phe 

Gin 

Lys 

Phe 

50 

Gly 

Ser 

Asn 

Lys 

Leu 

65 

Phe 

Lys 

Glu 

Arg 

Ala 

70 

Cys 

Val 

Gly 

Leu 

Trp 

85 

Cys 

Thr 

Leu 

Ser 

Met 

100 

Leu 

Val 

Met 

Arg 

Asn 

115 

Met 

Ser 

Glu 

He 

Gin 

130 

Val 

Tyr 

Arg 

Ser 

lie 

145 

Val 

Pro 

Gly 

Asp 

lie 

150 

Val 

Pro 

Val 

Gly 

Ala 

165 

Pro 

Ser 

Ala 

Leu 

Gin 

Ala 

Ala 


Tyr 

Ser Tyr Asp 
10 

Ala 

Leu 

Pro 

Val 

Gly Asn 
25 

Ala 

Phe 

Glu 

Asp 

40 

Ser Glu 

lie 

Arg 

Ala 

55 

Glu 

Met Val 

Val 

Pro 

60 

Thr 

Ala 

Pro Phe 

Phe 

75 

val 

Leu 

Asp 

Glu Tyr 
90 

Trp 

Tyr 

Ala 

Phe 

Glu Ala 
105 

Ser 

Leu 

lie 

Arg 

120 

Lys Met 

Gly Asn 

Arg 

135 

Lys 

Trp Arg 

Pro 

lie 

140 

Val 

Ser 

lie Gly 

Glu 

155 

Ala 

Ala 

Ser 

Gly Pro 
170 

Leu 

Ala 

Pro 

His 

Arg Arg 

Thr 

Trp 


Glu 

Lys 

Lys 

15 

Gin 

Ser 

Tyr 

30 

Tyr 

Gin 

Ala 

45 

Ala 

Glu 

Lys 

Asp 

Phe 

Ser 

Glu 

Phe 

Gin 

Val 

Phe 

80 

Tyr 

Ser 

Val 

95 

Phe 

Val 

Gin 

110 

Gin 

Gin 

Lys 

125 

Pro 

His 

Met 

Ala 

Ser 

Asp 

Glu 

Gly 

Phe 

Arg 

Ser 

160 

Asn 

Pro 

Pro 

175 

Ala 

Cys 

His 

Val 

Thr 
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180 185 190 

Cys Phe Cys Cys Glu Ala Ala 
195 

<210> 2329 

<211> 392 

<212> DNA 

<213 > Homo sapiens 

<400> 2329 

acgcgttcca tgaatgctgg tgcggctgcc gcgattgcta tgtacgcctg gacgacgcag 
60 

tggtgtccaa agccacgcac tagctgatcg gggagaaccg tcaccctcta ggctcgtgtc 
120 

atgagcacgc aacccactga ggaaccactc cgactagttg tggcattcaa tccagtgcct 
180 

agtgcctccc gggttgctca tcatcatgcg acgagatttc gcctggcggt gcaggccttc 
240 

attgtcgtcg tcattggtgg tttgttgtgg gcgttgacgg ccgacgcctt ccagttatcg 
300 

acggtgatgt ggatgctcgg ggcatgggtg gtgctattcc tcgtgctttt cgtcatccag 
360 

aatctgcggc tgcacgccgc tcgcaaggat cc 
392 

<210> 2330 

<211> 90 

<212> PRT 

<213 > Homo sapiens 

<4 00> 2330 


Met 

Ser 

Thr 

Gin 

Pro 

Thr 

Glu 

Glu 

Pro 

Leu 

Arg 

Leu 

Val 

Val 

Ala 

Phe 

1 . 




5 





10 





15 


Asn 

Pro 

Val 

Pro 

Ser 

Ala 

Ser 

Arg 

Val 

Ala 

His 

His 

His 

Ala 

Thr 

Arg 




20 





25 





30 



Phe 

Arg 

Leu 

Ala 

Val 

Gin 

Ala 

Phe 

He 

Val 

Val 

Val 

lie Gly Gly 

Leu 



35 





40 





45 




Leu 

Trp 

Ala 

Leu 

Thr 

Ala 

Asp 

Ala 

Phe 

Gin 

Leu 

Ser 

Thr 

Val 

Met 

Trp 


50 





55 





60 





Met 

Leu 

Gly 

Ala 

Trp 

Val 

Val 

Leu 

Phe 

Leu 

Val 

Leu 

Phe 

Val 

lie 

Gin 

65 




70 





75 





80 

Asn 

Leu 

Arg 

Leu 

His 

Ala 

Ala 

Arg 

Lys 

Asp 








85 90 


<210> 2331 
<211> 2813 
<212> DNA 
<213> Homo sapiens 

<4 00> 2331 

nnggagcaag agagttatta aaagtgggtg gaagacttcc tggtgcagga ggcticactcc 
60 

gatttaaggt gcccgagtcc acgctgatgg actgccgtag acaactgaaa gacagtaagc 
120 
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aaattttatc tattacaaag aactttaaag ttgagaatat tggacctctt cctataactg 
180 

tttcgtctct gaaaattaat gggtataact gccaaggtta tggattcgag gtgctggatt 
240 

gggattcagt ttcccctgga cccaaacaca tcccgcgata tcagcattgt gttcactcca 
300 

gactttacct cctcctgggt aattcgggac ctaagtcttg taaccgcagc ggacctagaa 
360 

tttcgcttca ctctcaatgt gactctccct catcacctgt tgcccttgtg tgcagacgtg 
420 

gttccaggac ccagctggga ggagtcattt tggaggctca cggtcttctt tgtcagtttg 
480 

tccctgttgg gtgtgatttt aatagccttc caacaagcac agtacattct catggaattc 
540 

atgaaaacaa gacagaggca aaatgctagc tcctcttcac agcaaaacaa tggtcctatg 
600 

gatgtaatca gcccccattc ttacaaaagc aattgcaaga actttctcga tacatatggc 
660 

ccctctgata aaggcagggg gaagaactgc cttccagtga acactcccca aagcaggatc 
720 

cagaatgctg caaagaggag cccagccacc tatggtcatt ctcagaagaa gcacaaatge 
780 

tcagtgtatt acagtaaaca caaaaccagc acagctgcgg ccagcagcac cagcacgact 
840 

actgaggaaa aacagacttc acccctgggc agctcactgc ctgctgctaa agaggacatt 
900 

tgcactgatg ccatgcgtga gaactggatc agcctcagat atgcaagtgg cataaatgtc 
960 

aacctgcaga agaatttaac ccttcccaaa aacttactga ataaagaaga aaacacactg 
1020 

aaaaacacaa ttgttttcag taatccttct tcagaatgta gtatgaagga gggaatacag 
1080 

acatgtatgt ttcctaagga aactgacatt aaaacttcag agaacacagc tgagttcaag 
1140 

gaacgggagc tctgtccact gaagacctcc aagaaactac ctgaaaacca tttaccaaga 
1200 

aactcacctc agtaccacca gccagacttg ccagaaattt ccaggaaaaa taatgggaat 
1260 

aaccagcaag tacctgtcaa gaatgaagta gatcattgtg aaaatttgaa gaaggtggac 
1320 

acaaagcctt cttcagaaaa gaagattcac aaaacatcta gagaagacat gttttctgag 
1380 

aaacaggaca tacctttcgt agagcaagaa gatccttata ggaagaaaaa gcttcaggag 
1440 

aaaagagaag gaaatttaca aaatttaaat tggagtaaaa gtcgaacatg tagaaagaac 
1500 

aagaaaaggg gtgttgctcc agtctcaagg cctcctgaac agagtgatct aaagcttgtg 
1560 

tgcagtgact ttgagaggtc tgagctgagc agtgacatca atgtaagaag ctggtgtata 
1620 

caggaaagca ctagggaggt ttgtaaagca gatgccgaaa ttgcaagcag tttacctgct 
1680 

gcccagagag aggcaggtta ctaccagaag cctgagaaga aatgtgtgga caagttctgc 
1740 
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tccgattcca gctctgactg tgggagctcc tctggcagcg tgcgtgccag ccggggcagc 
1800 

tgggggagct ggagcagcac cagcagctcc gacggggata agaagcccat ggtggacgcc 
1860 

cagcacttcc tgccggccgg agacagtgtt tcacaaaatg attttccttc tgaagctccc 
1920 

atctccttga atctttctca taacatctgc aatcccatga ccgtgaatag tctcccacaa 
1980 

tacgcagagc cttcctgtcc cagccttcct gccgggccca caggtgttga agaagataaa 
2040 

ggtctttact cacctggaga cctgtggccc actccgccag tgtgtgtgac aagcagctta 
2100 ' 

aactgcaccc tggagaacgg cgtgccttgt gtgattcagg agtcggcccc ggttcataat 
2160 

agtttcattg attggagtgc aacatgcgaa ggccagtttt ccagcgcata ctgtccattg 
2220 

gaattgaacg attacaatgc ctttccagaa gaaaacatga actatgccaa tggcttcccc 
2280 

tgtcctgcag atgttcagac agactttatt gatcacaact ctcagtctac ctggaacacc 
2340 

ccacccaaca tgcctgctgc ctggggacat gccagtttca tcagctctcc gccctacctc 
2400 

acaagcaccc gaagcttgtc tccaatgtct ggactttttg gttccatctg ggccccgcaa 
2460 

agcgatgtgt atgaaaattg ctgccccatc aaccccacca cggaacattc gacccacatg 
2520 

gaaaaccaag cggtcgtgtg caaggaatac tacccggggt tcaacccgtt tcgcgcctat 
2580 

atgaacctgg acatatggac taccacagcg aataggaatg caaatttccc actgtctaga 
2640 

gactcgagtt actgtgggaa tgtgtgaaaa taattggatt tttaaacaat gtgaataaag 
2700 

aggcttgtgt tttgattact agtgtaaact ggttattgag atagattatg acattggtgg 
2760 

atattttggc acttttatat gaaaataaat tttttaatga aaaaaaaaaa aaa 
2813 

<210> 2332 
<211> 789 
<212> PRT 

<213> Homo sapiens 


<4 00> 2332 


Pro Asp 

Phe 

Thr 

Ser 

Ser 

Trp 

Val 

lie 

Arg 

Asp 

Leu 

Ser 

Leu 

Val 

Thr 

1 




5 





10 





15 


Ala 

Ala 

Asp 

Leu 

Glu 

Phe 

Arg 

Phe 

Thr 

Leu 

Asn 

Val 

Thr 

Leu 

Pro 

His 




20 





25 





30 



His 

Leu 

Leu 

Pro 

Leu 

Cys 

Ala 

Asp 

Val 

Val 

Pro Gly 

Pro 

Ser 

Trp Glu 



35 





40 





45 




Glu 

Ser 

Phe 

Trp 

Arg 

Leu 

Thr 

Val 

Phe 

Phe 

Val 

Ser 

Leu 

Ser 

Leu 

Leu 


50 





55 





60 





Gly Val 

He 

Leu 

lie 

Ala 

Phe 

Gin 

Gin 

Ala 

Gin Tyr 

lie 

Leu 

Met 

Glu 

65 





70 





75 





80 

Phe 

Met 

Lys 

Thr 

Arg 

Gin 

Arg 

Gin 

Asn 

Ala 

Ser 

Ser 

Ser 

Ser 

Gin 

Gin 
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Asn 

Asn 

Gly 

Pro 

85 

Met 

Asp 

Cys 

Lys 

Asn 

100 

Phe 

Leu 

Asp 

Lys 

Asn 

115 

Cys 

Leu 

Pro 

Val 

Ala 

130 

Lys 

Arg 

Ser 

Pro 

Ala 

145 

Cys 

Ser 

Val 

Tyr 

Tyr 

150 

Ser 

Ser 

Thr 

Ser 

Thr 

165 

Thr 

Thr 

Ser 

Leu 

Pro 

180 

Ala 

Ala 

Lys 

Asn 

Trp 

195 

He 

Ser 

Leu 

Arg 

Lys 

210 

Asn 

Leu 

Thr 

Leu 

Pro 

225 

Leu 

Lys 

Asn 

Thr 

lie 

230 

Val 

Lys 

Glu 

Gly 

lie 

245 

Gin 

Thr 

Thr 

Ser 

Glu 

260 

Asn 

Thr 

Ala 

Lys 

Thr 

275 

Ser 

Lys 

Lys 

Leu 

290 
Gin Tyr 

His 

Gin 

Pro 

Asp 

305 

Asn 

Asn 

Gin 

Gin 

Val 

310 

Pro 

Leu 

Lys 

Lys 

Val 

325 

Asp 

Thr 

Thr 

Ser 

Arg 

340 

Glu 

Asp 

Met 

Glu 

Gin 

355 

Glu Asp 

Pro 

Tyr 

370 
Gly Asn 

Leu 

Gin 

Asn 

Leu 

385 

Asn 

Lys 

Lys 

Arg 

Gly 

390 

Val 

Asp 

Leu 

Lys 

Leu 

405 

Val 

Cys 

Asp 

lie 

Asn 

420 

Val 

Arg 

Ser 

Cys 

Lys 

435 

Ala 

Asp 

Ala 

Glu 

Glu 

450 

Ala 

Gly Tyr 

Tyr 

Gin 

465 

Cys 

Ser 

Asp 

Ser 

Ser 

470 

Ser 

Ala 

Ser 

Arg Gly 

485 

Ser 

Trp 

Gly Asp 

Lys 

500 

Lys 

Pro 

Met 


90 


Val 

lie 

Ser 

105 

Pro 

His 

Ser 

Thr 

Tyr 

120 

Gly 

Pro 

Ser 

Asp 

Asn 

135 

Thr 

Pro 

Gin 

Ser 

Arg 

140 

Thr 

Tyr 

Gly His 

Ser 

155 

Gin 

Lys 

His 

Lys 

Thr 

170 

Ser 

Thr 

Glu 

Glu 

Lys 

185 

Gin 

Thr 

Ser 

Glu 

Asp 

200 

lie 

Cys 

Thr 

Asp 

Tyr 

215 

Ala 

Ser Gly 

lie 

Asn 

220 

Lys 

Asn 

Leu 

Leu 

Asn 

235 

Lys 

Phe 

Ser 

Asn 

Pro 

250 

Ser 

Ser 

Cys 

Met 

Phe 

265 

Pro 

Lys 

Glu 

Glu 

Phe 

280 

Lys 

Glu 

Arg 

Glu 

Pro 

295 

Glu 

Asn 

His 

Leu 

Pro 

300 

Leu 

Pro 

Glu 

He 

Ser 

315 

Arg 

Val 

Lys 

Asn 

Glu 

330 

Val 

Asp 

Lys 

Pro 

Ser 

345 

Ser 

Glu 

Lys 

Phe 

Ser 

360 

Glu Lys 

Gin 

Asp 

Arg 

375 

Lys 

Lys 

Lys 

Leu 

Gin 

380 

Asn 

Trp 

Ser 

Lys 

Ser 

395 

Arg 

Ala 

Pro 

Val 

Ser 

410 

Arg 

Pro 

Ser 

Asp 

Phe 

425 

Glu 

Arg 

Ser 

Trp 

Cys 

440 

lie 

Gin 

Glu 

Ser 

lie 

455 

Ala 

Ser 

Ser 

Leu 

Pro 

460 

Lys 

Pro 

Glu 

Lys 

Lys 

475 

Cys 

Asp 

Cys 

Gly Ser 
490 

Ser 

Ser 

Gly 

Ser 

Trp 

505 

Ser 

Ser 

Thr 

Val 

Asp 

Ala 

Gin 

His 

Phe 


PCT/U S00/0862 1 


95 


Tyr 

Lys 

110 

Ser 

Asn 

Lys 

125 

Gly Arg 

Gly 

lie 

Gin 

Asn 

Ala 

Lys 

Lys 

His 

Lys 

160 

Ala 

Ala 

Ala 

175 

Ser 

Pro 

Leu Gly 
190 

Ser 

Ala 

205 

Met 

Arg 

Glu 

Val 

Asn 

Leu 

Gin 

Glu 

Glu 

Asn 

Thr 

240 

Glu 

Cys 

Ser 

255 

Met 

Thr 

Asp 

270 

lie 

Lys 

Leu 

285 

Cys 

Pro 

Leu 

Arg 

Asn 

Ser 

Pro 

Lys 

Asn 

Asn 

Gly 

320 

His 

Cys 

Glu 

335 

Asn 

Lys 

lie 

350 

His 

Lys 

lie 

365 

Pro 

Phe 

Val 

Glu 

Lys 

Arg 

Glu 

Thr 

Cys 

Arg 

Lys 

400 

Pro 

Glu 

Gin 

415 

Ser 

Glu 

Leu 

430 

Ser 

Ser 

Thr 

445 

Arg 

Glu 

Val 

Ala 

Ala 

Gin 

Arg 

Val 

Asp 

Lys 

Phe 

480 

Gly 

Ser 

Val 

495 

Arg 

Ser 

Ser 

510 

Ser 

Asp 

Leu 

Pro 

Ala 

Gly 
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515 





520 

Asp 

Ser 

Val 

Ser 

Gin 

Asn Asp 

Phe 


530 





535 


Asn 

Leu 

Ser 

His 

Asn 

lie 

Cys 

Asn 

545 





550 



Gin Tyr 

Ala 

Glu 

Pro 

Ser 

Cys 

Pro 





565 




Val 

Glu 

Glu Asp 

Lys 

Gly Leu 

Tyr 




580 





Pro 

Pro 

Val 

Cys 

Val 

Thr 

Ser 

Ser 



595 





600 

Val 

Pro 

Cys 

Val 

He 

Gin 

Glu 

Ser 


610 





615 


Asp 

Trp 

Ser 

Ala 

Thr 

Cys 

Glu 

Gly 

625 





630 



Leu 

Glu 

Leu 

Asn 

Asp 

Tyr 

Asn 

Ala 





645 




Ala 

Asn 

Gly Phe 

Pro 

Cys 

Pro 

Ala 




660 





His 

Asn 

Ser 

Gin 

Ser 

Thr 

Trp 

Asn 



675 





680 

Trp Gly 

His 

Ala 

Ser 

Phe 

lie 

Ser 


690 





695 


Arg 

Ser 

Leu 

Ser 

Pro 

Met 

Ser 

Gly 

705 





710 



Gin 

Ser 

Asp 

Val 

Tyr 

Glu 

Asn 

Cys 





725 




His 

Ser 

Thr 

His 

Met 

Glu 

Asn 

Gin 




740 





Pro Gly 

Phe 

Asn 

Pro 

Phe 

Arg 

Ala 



755 





760 

Thr 

Thr 

Ala 

Asn 

Arg 

Asn 

Ala 

Asn 


770 





775 


Tyr Cys 

Gly Asn 

Val 





785 

<210> 2333 
<211> 501 
<212> DNA 

<213> Homo sapiens 






525 




Pro 

Ser 

Glu 

Ala 

Pro 

lie 

Ser 

Leu 




540 





Pro 

Met 

Thr 

Val 

Asn 

Ser 

Leu 

Pro 



555 





560 

Ser 

Leu 

Pro 

Ala 

Gly 

Pro 

Thr 

Gly 


570 





575 


Ser 

Pro 

Gly 

Asp 

Leu 

Trp 

Pro 

Thr 

585 





590 



Leu 

Asn 

Cys 

Thr 

Leu 

Glu 

Asn 

Gly 





605 




Ala 

Pro 

Val 

His 

Asn 

Ser 

Phe 

lie 




620 





Gin 

Phe 

Ser 

Ser 

Ala 

Tyr 

Cys 

Pro 



635 





640 

Phe 

Pro 

Glu 

Glu 

Asn 

Met 

Asn 

Tyr 


650 





655 


Asp 

Val 

Gin 

Thr 

Asp 

Phe 

lie 

Asp 

665 





670 



Thr 

Pro 

Pro 

Asn 

Met 

Pro 

Ala 

Ala 





685 




Ser 

Pro 

Pro 

Tyr 

Leu 

Thr 

Ser 

Thr 




700 





Leu 

Phe 

Gly 

Ser 

lie 

Trp 

Ala 

Pro 



715 





720 

Cys 

Pro 

lie 

Asn 

Pro 

Thr 

Thr 

Glu 


730 





735 


Ala 

Val 

Val 

Cys 

Lys 

Glu 

Tyr 

Tyr 

745 





750 



Tyr 

Met 

Asn 

Leu 

Asp 

lie 

Trp 

Thr 





765 




Phe 

Pro 

Leu 

Ser 

Arg 

Asp 

Ser 

Ser 




780 






<4 00> 2333 
cgtatgattg 
60 

gaagtaataa 

120 

gacgaagttc 

180 

aaaagctatc 

240 

tacattatgc 

300 

acgattgtcg 

360 


gtgtgggaca 

atatgaatgg 

ttcacaaagc 

atattgctta 

atcctataca 

caggtttttt 


aatactattc 

ggtgtatcat 

aaaatcatat 

tgaagcacat 

agttgcaggt 

gcatgatgta 


aacaagagta 

ataatgaaca 

ttgtcagcag 

aaaggtcagt 

attttaacag 

attgaagata 


cctaaatcat 

acgaatatcc 

atgaatatga 

tccgaaaaaa 

aaatgcgatt 

caccgtatac 


tgtttaaggc 

atatagtgca 

gtatgtttta 

cggattacca 

agacggaccg 

atttgaagat 
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gtaaaagaaa tgttcaatga agaagttgct cgaattgttg atggtgtgac gaagcttaaa 
420 

aaaataaaat accgctcaaa agaagaacaa caagctgaaa atcatcgcaa gttatttatt 
480 

gcgattgcca aagatgtacg c 
501 

<210> 2334 
<211> 143 
<212> PRT 

<213> Homo sapiens 


<400> 2334 
Met P 
l 


50 


65 


130 


Gly 

Val 

Tyr 

His 

lie 

Met 

Asn 

Asn 

Glu 

Tyr 

Pro 


5 





10 




val 

Leu 

His 

Lys 

Ala 

Lys 

Ser 

Tyr 

Leu 

Ser 

Ala 


20 





25 





Val 

Leu 

Lys 

Ser 

Tyr 

His 

lie 

Ala 

Tyr 

Glu 

Ala 

35 





40 





45 

Arg 

Lys 

Asn Gly 

Leu 

Pro 

Tyr 

lie 

Met 

His 

Pro 





55 





60 


lie 

Leu 

Thr 

Glu 

Met 

Arg 

Leu 

Asp 

Gly 

Pro 

Thr 




70 





75 



Leu 

His 

Asp 

Val 

lie 

Glu Asp 

Thr 

Pro 

Tyr 

Thr 



85 





90 




Glu 

Met 

Phe 

Asn 

Glu 

Glu 

Val 

Ala 

Arg 

lie 

Val 


100 





105 





Leu 

Lys 

Lys 

He 

Lys 

Tyr 

Arg 

Ser 

Lys 

Glu 

Glu 

115 




120 





125 

His 

Arg 

Lys 

Leu 

Phe 

lie 

Ala 

lie 

Ala 

Lys 

Asp 





135 





140 



15 


30 


80 


95 


110 


<210> 2335 
<211> 387 
<212> DNA 

<213 > Homo sapiens 
<400> 2335 

ggatcctgag cgtggggact tctttgcact ccacagaacc ctcacttgta cctctacttt 
60 

tctctgcaga tggaccacac agcattcccc tgtggctgct gcagggaggg ctgtgagaac 
120 

cccatgggcc gtgtggaatt taatcaggca agagttcaga cccatttcat ccacacactc 
180 

acccgcctgc agttggaaca ggaggctgag agctttaggg agctggaggc ccctgcccag 
240 

ggcagcccac ccagccctgg tgaggaggcc ctggtcccta ctttcccact ggccaagccc 
300 

cccatgaaca atgagctggg agacaacagc tgcagcagcg acatgactga ttcttccaca 
360 

gcatcttcat cagcatcggg cactagt 
387 


<210> 2336 
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<211> 106 
<212> PRT 
<213 > Homo sapiens 

<400> 2336 


Met 

1 

Asp 

His 

Thr 

Ala 

5 

Phe 

Pro 

Cys 

Asn 

Pro 

Met 

Gly 

20 

Arg 

Val 

Glu 

Phe 

Phe 

He 

His 

35 

Thr 

Leu 

Thr 

Arg 

Leu 

40 

Phe 

Arg 

50 

Glu 

Leu 

Glu 

Ala 

Pro 

55 

Ala 

Glu 

65 

Glu 

Ala 

Leu 

Val 

Pro 

70 

Thr 

Phe 

Asn 

Glu 

Leu 

Gly 

Asp 

85 

Asn 

Ser 

Cys 

Thr 

Ala 

Ser 

Ser 

100 

Ser 

Ala 

Ser 

Gly 


Gly 

Cys 

Cys 

Arg 

Glu 

Gly 

Cys 

Glu 


10 





15 


Asn 

Gin 

Ala 

Arg 

Val 

Gin 

Thr 

His 

25 





30 



Gin 

Leu 

Glu 

Gin 

Glu 

Ala 

Glu 

Ser 





45 




Gin 

Gly 

Ser 

Pro 

Pro 

Ser 

Pro Gly 




60 





Pro 

Leu 

Ala 

Lys 

Pro 

Pro 

Met 

Asn 



75 





80 

Ser 

Ser 

Asp 

Met 

Thr 

Asp 

Ser 

Ser 


90 





95 


Thr 

Ser 







105 









<210> 2337 

<211> 359 

<212 > DNA 

<213> Homo sapiens 

<4 00> 2337 

ngagaagagg aggagtcatc ggcaggggcc ggcatctcca ggcctcgcca agccgctggg 
60 

accatgtgca gctcaagaat ggcctccggc cc atcggcct cggggcaggg gaagggcagc 
120 

ttctctgcac cagcttccct gctgggctcc agggcccaca ggctgaggcc gggggcccag 
180 

gggtcaatgc caggcaccct gctattgagg aacctatcca ggaggaagga ctcgggcaga 
240 

cctgcgggat cctcgtcctc ccacgggtcc tcatggcaga agcagaagga gctggagtcg 
300 

ctgaggtccg tgggcaggcg ggctgggccc aacgtggggt caccgacctc ctcaaagct 


359 

<210> 2338 
<211> 98 
<212> PRT 

<213> Homo sapiens 


<400> 2338 


Met 

1 

Cys 

Ser 

Ser 

Arg 

5 

Met 

Ala 

Ser 

Lys 

Gly 

Ser 

Phe 

20 

Ser 

Ala 

Pro 

Ala 

Arg 

Leu 

Arg 

35 

Pro 

Gly 

Ala 

Gin 

Gly 

40 

Arg 

Asn 

50 

Leu 

Ser 

Arg 

Arg 

Lys 

55 

Asp 

Ser 

Ser 

His Gly 

Ser 

Ser 

Trp 

Gin 


Gly Pro Ser Ala Ser Gly Gin Gly 
10 15 

Ser Leu Leu Gly Ser Arg Ala His 
25 30 

Ser Met Pro Gly Thr Leu Leu Leu 
45 

Ser Gly Arg Pro Ala Gly Ser Ser 
60 

Lys Gin Lys Glu Leu Glu Ser Leu 
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65 

Arg Ser Val 


70 

Gly Arg Arg 
85 


Ala Gly Pro 


75 80 
Asn Val Gly Ser Pro Thr Ser 
90 95 


Ser Lys 


<2 10> 2339 

<211> 439 

<212> DNA 

<213 > Homo sapiens 

<400> 2339 

acgcgtggcg tcagtccagg 
60 

ccctgtcctc caccttcgtc 
120 

actggtcccg gtagggcttg 
180 

gagttactcc tctacactgg 
240 

cccgctcgtc ccgcacgtca 
300 

gttgctctgc ggcacggtcg 
36 0 

cgtcttagcg cgccaatgcg 
420 

ttgtcggggt gcggtgctg 
439 


cagacttggg . aggtcgccta 
gtcgcagtcg tcagtgtcct 
taatgctggg gcgctcggcg 
tgtgaacaag accggagaat 
ttgggactgg cttttacgcg 
gcagggggat catgtcatga 
acgtggcatc gtggcactgt 


caccgtcaac tcggttgcga 
gtggtttgtg ccctccgggc 
cgatgtgcca gttccttggt 
tcccccccat attctcgttt 
gtagtggttg ccgtactctg 
gtccgacggt gagcgagcgg 
gcgtggcgat ggccttcgtg 


<210 > 2340 

<211> 92 

<212> PRT 

<2 13 > Homo sapiens 


<400> 2340 


Met Cys Gin 

Phe 

Leu 

Gly Glu 

Leu 

l 


5 




Thr Gly Glu 

Phe 

Pro 

Pro 

lie 

Phe 


20 





His Trp Asp 

Trp 

Leu 

Leu Arg Gly 

35 





40 

Leu Arg His 

Gly 

Arg 

Gin 

Gly Asp 

50 




55 


Glu Arg Arg 

Leu 

Ser 

Ala 

Pro 

Met 

65 



70 



Val Ala Met 

Ala 

Phe 

Val 

Leu 

Ser 



85 




<210> 2341 






<211> 411 






<212> DNA 






<213> Homo 

sapiens 





Leu Leu Tyr Thr Gly Val Asn Lys 
10 15 

Ser Phe Pro Ala Arg Pro Ala Arg 
25 30 

Ser Gly Cys Arg Thr Leu Val Ala 
45 

His Val Met Ser Pro Thr Val Ser 
60 

Arg Arg Gly He Val Ala Leu Cys 
75 80 
Gly Cys Gly Ala 
90 


<4 00> 2341 
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gccaaacctc ccctccatcc tgcccaagat ggatcttgct gagcctccct ggcatatgcc 
60 

tctgcaggag gagccagagg aggtcacgga ggaggaggag gaaagggaag aagaggagag 
120 

ggagaaggaa gcagaggagg aggaggaaga ggaagagctg ctcctgtgag cgggtcccca 
180 

ggagccaccg cacaggccca tgccccttca cctagcacca gcagcagcac cagcagccag 
240 

agtcctgggg ccacccggca caggcaggag gattctggag accaggccac atcaggcnat 


300 

ggaagtggag agcagtgtga aacccacctt gtcagtgccc tcagtcaccc caagtacagt 
360 


ggccccgggg gttcagaact atagccagga gtctgggggc actgagtggc n 
411 

<210> 2342 
<211> 113 
<212> PRT 

<213 > Homo sapiens 
<400> 2342 

Ala Ser Leu Ala Tyr Ala Ser Ala Gly Gly Ala Arg Gly Gly 
l 5 10 

Gly Gly Gly Gly Lys Gly Arg Arg Gly Glu Gly Glu Gly Ser 
20 25 30 

Gly Gly Gly Arg Gly Arg Ala Ala Pro Val Ser Gly Ser Pro 
35 40 45 

Thr Ala Gin Ala His Ala Pro Ser Pro Ser Thr Ser Ser Ser 
50 55 60 

Ser Gin Ser Pro Gly Ala Thr Arg His Arg Gin Glu Asp Ser 
65 70 75 

Gin Ala Thr Ser Gly Xaa Gly Ser Gly Glu Gin Cys Glu Thr 
85 90 

Val Ser Ala Leu Ser His Pro Lys Tyr Ser Gly Pro Gly Gly 
100 105 110 

Leu 


His Gly 
15 

Arg Gly 

Gly Ala 

Thr Ser 

Gly Asp 
80 

His Leu 
95 

Ser Glu 


<210 > 2343 
< 211 > 522 
<212 > DNA 

<213 > Homo sapiens 
<400> 2343 

ggcccgcaga agatgctgat gccttcacag tttcccaacc agggccagca gggattctct 
60 

ggaggccagg gaccctacca agccatgtcc caggacatgg gcaataccca agacatgttc 
120 

agccctgatc agagctcaat gcccatgagc aacgtgggca ccacccggct cagccacatg 
180 

cctctgcccc ctgcgtccaa tcctcctggg accgtgcatt cagccccaaa ccgggggcta 
240 . 

ggcaggcggc cttcggacct caccatcagt attaatcaga tgggctcacc gggcatgggg 
300 
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cacttgaagt cgcccaccct tagccaggtg cactcacccc tggtcacctc gccctctgcc 
360 

aacctcaagt caccccagac tccctcacag atggtgccct tgccttctgc caacccgcca 
420 

ggacctctca agtcgcccca ggtcctcggc tcctccctca gtgtccgttc acccactggc 
480 

tcgcccagca ggctcaagtc tccttccatg gcggtgcctt ct 
522 

<210> 2344 
<211> 174 
<212> PRT 

<2 13 > Homo sapiens 
<4 00> 2344 

Gly Pro Gin Lys Met Leu Met Pro Ser Gin Phe Pro Asn Gin Gly Gin 
15 10 15 

Gin Gly Phe Ser Gly Gly Gin Gly Pro Tyr Gin Ala Met Ser Gin Asp 
20 25 30 

Met Gly Asn Thr Gin Asp Met Phe Ser Pro Asp Gin Ser Ser Met Pro 
35 40 45 

Met Ser Asn Val Gly Thr Thr Arg Leu Ser His Met Pro Leu Pro Pro 
50 55 60 

Ala Ser. Asn Pro Pro Gly Thr Val His Ser Ala Pro Asn Arg Gly Leu 

65 70 75 80 

Gly Arg Arg Pro Ser Asp Leu Thr lie Ser He Asn Gin Met Gly Ser 

85 90 95 

Pro Gly Met Gly His Leu Lys Ser Pro Thr Leu Ser Gin Val His Ser 

100 105 110 

Pro Leu Val Thr Ser Pro Ser Ala Asn Leu Lys Ser Pro Gin Thr Pro 
115 120 125 

Ser Gin Met Val Pro Leu Pro Ser Ala Asn Pro Pro Gly Pro Leu Lys 
130 135 140 

Ser Pro Gin Val Leu Gly Ser Ser Leu Ser Val Arg Ser Pro Thr Gly 

145 150 155 160 

Ser Pro Ser Arg Leu Lys Ser Pro Ser Met Ala val Pro Ser 

165 170 

<210> 2345 
<211> 561 
<212> DNA 

<213> Homo sapiens 
<400> 2345 

nagatctccg tcttgatctt gagcaccgag gcactggggg gggaggacag cagccgcggg 
60 

ggcctccacc agcccgcgtc caggccgcct gggctcgacg cgctggacag gcgccggcgg 
120 

ctggcgctgc cgcccttttg ccgtttccgc cttttcttgc gcttctggtg cttgctggag 
180 

gcctgcgcgc ccgcctcgcc tgcgctgtcc gagtccttgg cgctgtcgga cgtgagtgac 
240 

tcgcagttct gcagccgcag gtccgactcg ctctccacca tagctattaa tgccaagaat 
300 
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gcaaatgaaa agaatatcat ctgggtgaat taccttctta gcaatcctga gtacaaggac 
360 

acacccatgg acatcgcaca gctcccccat ctgccggaga aaacttccga atcctcggag 
420 

acatccgact ctgagtcaga ctctaaagac acctcaggta ttacagagga caacgagaac 
480 

tccaagnntc cgacgagaag gggaaccagt ccgagaacag cgaagacccg gagcccgacc 
540 

ggaagaagtc gggcaacgcg t 
561 

<210> 2346 

<211> 187 

<212> PRT 

<213 > Homo sapiens 

<400> 2346 


Xaa 

He 

Ser 

Val 

Leu 

lie 

Leu 

Ser 

Thr 

Glu 

Ala 

Leu 

Gly 

Gly 

Glu 

Asp 

1 




5 





10 





15 


Ser 

Ser 

Arg 

Gly 

Gly 

Leu 

His 

Gin 

Pro 

Ala 

Ser Arg 

Pro 

Pro 

Gly 

Leu 



20 





25 





30 



Asp 

Ala 

Leu 

Asp 

Arg 

Arg 

Arg 

Arg 

Leu 

Ala 

Leu 

Pro 

Pro 

Phe 

Cys 

Arg 


35 





40 





45 




Phe 

Arg 

Leu 

Phe 

Leu 

Arg 

Phe 

Trp 

Cys 

Leu 

Leu 

.Glu 

Ala 

Cys 

Ala 

Pro 


50 





55 





60 





Ala 

Ser 

Pro 

Ala 

Leu 

Ser 

Glu 

Ser 

Leu 

Ala 

Leu 

Ser 

Asp 

Val 

Ser 

Asp 

65 





70 





75 





80 

Ser 

Gin 

Phe 

Cys 

Ser 

Arg 

Arg 

Ser 

Asp 

Ser 

Leu 

Ser 

Thr 

lie 

Ala 

lie 





85 





90 





95 


Asn 

Ala 

Lys 

Asn 

Ala 

Asn 

Glu 

Lys 

Asn 

lie 

lie 

Trp 

Val 

Asn 

Tyr 

Leu 



100 





105 





110 



Leu 

Ser 

Asn 

Pro 

Glu 

Tyr 

Lys 

Asp 

Thr 

Pro 

Met 

Asp 

lie 

Ala 

Gin 

Leu 



115 





120 





125 




Pro 

His 

Leu 

Pro 

Glu 

Lys 

Thr 

Ser 

Glu 

Ser 

Ser 

Glu 

Thr 

Ser 

Asp 

Ser 


130 





135 





140 





Glu 

Ser 

Asp 

Ser 

' Lys 

Asp 

Thr 

Ser 

Gly 

lie 

Thr 

Glu 

Asp 

Asn 

Glu 

Asn 

145 





150 





155 





160 

Ser 

Lys 

Xaa 

Pro 

Thr 

Arg 

Arg 

Gly 

Thr 

Ser 

Pro 

Arg 

Thr 

Ala 

Lys 

Thr 




165 





170 





175 


Arg 

Ser 

Pro 

Thr Gly 

Arg 

Ser 

Arg 

Ala 

Thr 

Arg 







180 185 

<210> 2347 

<211> 375 

<212 > DNA 

<213 > Homo sapiens 

<400 > 2347 

atcagcgaag aacacggcag gaccctggaa gacgccgccg gtgaattgaa gcgtggtatc 
60 

gagaacgtcg agtacgcctg cgccgcgccg gaagtactga agggtgaata cagccgtaac 
120 

gtcggtccga acatcgacgc ctggtccgan ttccagccgc tgggcgtggt ggcggggatc 
180 
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acgccattca acttcccggc gatggtgccc ctgtggatgt atccgttggc gatcgtttgc 
240 

ggtaactgct ttatcctcaa gccgtccgag cgtgatccga gctcgacctt gctgatcgcc 
300 

cagctgttgc aggaagccgg tttgcccaaa ggtgtgctga acgtggtgca tggtgacaag 
360 

accgcggtgg acgcg 
375 

<210> 2348 
<211> 125 
<212> PRT 

<213 > Homo sapiens 


<400> 2348 

lie Ser Glu Glu His Gly Arg Thr 
1 5 

Lys Arg Gly lie Glu Asn Val Glu 
20 

Leu Lys Gly Glu Tyr Ser Arg Asn 
35 40 

Ser Asp Phe Gin Pro Leu Gly Val 
50 55 

Phe Pro Ala Met Val Pro Leu Trp 
65 70 

Gly Asn Cys Phe lie Leu Lys Pro 
85 

Leu Leu lie Ala Gin Leu Leu Gin 
100 


Leu Glu Asp Ala Ala Gly Glu Leu 
10 15 

Tyr Ala Cys Ala Ala Pro Glu Val 
25 30 

Val Gly Pro Asn lie Asp Ala Trp 
4 5 

Val Ala Gly He Thr Pro Phe Asn 
60 

Met Tyr Pro Leu Ala lie Val Cys 
75 80 
Ser Glu Arg Asp Pro Ser Ser Thr 
90 95 

Glu Ala Gly Leu Pro Lys Gly Val 
105 HO 


Leu Asn Val Val His Gly Asp Lys Thr Ala Val Asp Ala 


115 


120 


125 


<210> 2349 
<211> 417 
<2 12> DNA 

<213 > Homo sapiens 
<400> 2349 

nnnaaaaaaa aaaaaaaaaa 
60 

gctgacaaag tttttggtgt 
120 

gcacataatc atattaaatg 
180 

gacggatatg cacgtattaa 
240 

ttaagtgctg tcaacggaat 
300 

actggggcac ctactcgagc 
360 

gaaggaactt ttgatgatta 
417 


aaaaacacaa tatttaatgg 
cccaggagat tttaatctag 
gattggtaat acaaatgaac 
tggcatcggt gcaatggtaa 
cgctggatct tatgctgagc 
tgtagaacaa gaaggcaaat 
tagaaaaatg tttgagccta 


acgcggttta ttcagcaggt 
cctttttaga tgatattatt 
ttaatgcaag ttatgccgct 
caacatttgg agtgggtgaa 
gtgtaccagt tattgccatc 
acgttcacca ttcccttggc 
ttacaacagc gcaagct 


<2 10> 2350 
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<211> 139 
<212 > PRT 

<213> Homo sapiens 
<400> 2350 

Xaa Lys Lys Lys Lys Lys Lys Lys Thr Gin Tyr Leu Met Asp Ala Val 
1 5 10 15 

Tyr Ser Ala Gly Ala Asp Lys Val Phe Gly Val Pro Gly Asp Phe Asn 
20 25 30 

Leu Ala Phe Leu Asp Asp He lie Ala His Asn His lie Lys Trp lie 
35 40 45 

Gly Asn Thr Asn Glu Leu Asn Ala Ser Tyr Ala Ala Asp Gly Tyr Ala 
50 55 60 

Arg lie Asn Gly lie Gly Ala Met Val Thr Thr Phe Gly Val Gly Glu 

65 70 75 . 80 

Leu Ser Ala Val Asn Gly lie Ala Gly Ser Tyr Ala Glu Arg Val Pro 

85 90 95 

Val lie Ala lie Thr Gly Ala Pro Thr Arg Ala Val Glu Gin Glu Gly 
100 105 110 

Lys Tyr Val His His Ser Leu Gly Glu Gly Thr Phe Asp Asp Tyr Arg 
115 120 125 

Lys Met Phe Glu Pro lie Thr Thr Ala Gin Ala 
130 135 

<210> 2351 
<211> 696 
<212 > DNA 

<213> Homo sapiens 
<400> 2351 

nacgcgttgc cgcgcgataa ctctggtgag ggtcttgctg gggccctgct ggcccttgtt 
60 

ggctccgccc agctgtgcga ccgttcctgg atcaccgacc agtatgaccg gttcgtgcgt 
120 

ggcaatactg tgctcgctca gccgaatgat gccggcatga ttcgtattga cgacaacctc 
180 

ggcatcgcgc tgtccttgga cgctaacgga cgccagacca cccttaaccc gtatcttggc 
240 

gcccagctgg ctctttgcga ggcttaccgg aatgtggctg tctctggcgc aactccggtg 
300 

gctgtcactg attgcctcaa ttatggctcc ccgtacgatc ccgatgtcat gtggcaattc 
360 

gacgagacca tccttggtct ggttgacggc tgccgcgagc ttggcgtgcc ggttacgggc 
420 

ggtaacgttt ccctgcacaa ccgcactgga gatgagtcga ttcggcctac tccgctcgtt 
480 

ggtgtgctcg gcgttattga tgacgtgcat cgtcgcatcc cgtcggcctt cgcacacgac 
540 

ggcgacgctg tcttgctgct aggaacgacg aagtgcgagt tcggcggatc ggtctatgag 
600 

gacgtcatcc acgctggcca cctaggcggt atgcccccga tgcccgacct gaatgccgag 
660 

aaggccctgg ccgcggtgat ggtggaagcg tcgaag 
6 96 
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<210> 2352 
<211> 232 
<2X2> PRT 

<213> Homo sapiens 
<400> 2352 

Xaa Ala Leu Pro Arg Asp Asn Ser 
1 5 

Leu Ala Leu Val Gly Ser Ala Gin 
20 

Asp Gin Tyr Asp Arg Phe Val Arg 
35 40 

Asn Asp Ala Gly Met lie Arg lie 
50 55 

Ser Leu Asp Ala Asn Gly Arg Gin 
65 70 

Ala Gin Leu Ala Leu Cys Glu Ala 
85 

Ala Thr Pro Val Ala Val Thr Asp 
100 

Asp Pro Asp Val Met Trp Gin Phe 

115 - 120 

Asp Gly Cys Arg Glu Leu Gly Val 

130 135 

Leu His Asn Arg Thr Gly Asp Glu 

145 150 

Gly Val Leu Gly Val lie Asp Asp 
165 

Phe Ala His Asp Gly Asp Ala Val 
180 

Glu Phe Gly Gly Ser Val Tyr Glu 
195 200 
Gly Gly Met Pro Pro Met Pro Asp 

210 215 

Ala Val Met Val Glu Ala Ser Lys 

225 230 


Gly Glu Gly Leu Ala Gly Ala Leu 
10 15 

Leu Cys Asp Arg Ser Trp lie Thr 
25 30 

Gly Asn Thr Val Leu Ala Gin Pro 
45 

Asp Asp Asn Leu Gly lie Ala Leu 
60 

Thr Thr Leu Asn Pro Tyr Leu Gly 
75 80 

Tyr Arg Asn Val Ala Val Ser Gly 
90 95 

Cys Leu Asn Tyr Gly Ser Pro Tyr 
105 HO 

Asp Glu Thr lie Leu Gly Leu Val 
125 

Pro Val Thr Gly Gly Asn Val Ser 
140 

Ser Tie Arg Pro Thr Pro Leu Val 
155 160 

Val His Arg Arg He Pro Ser Ala 
170 175 

Leu Leu Leu Gly Thr Thr Lys Cys 
185 190 

Asp Val lie His Ala Gly His Leu 
205 

Leu Asn Ala Glu Lys Ala Leu Ala 
220 


<210> 2353 
<211> 422 
<212> DNA 

<213> Homo sapiens 
<400> 2353 

nnagcaatct cagaagaatt 
60 

atttcaggtg atgtttcaga 
120 

gaactcggtt ctgttgatgt 
180 

ctcaagatga ccgaagaaga 
240 

aacatgacgc aagcagtctt 
300 


gctggctgag ttttcaaact 
ctttgcagat gccaagcgta 
cttggtcaac aatgctggga 
ctttgaaaaa gtgattaaga 
gaaacagatg atcaaggcac 


atggtgtcaa agtagtaccg 
tggtagatca agcgattaca 
tcactcaaga tacgcttatg 
tcaacttgac aggtgccttc 
gtgaaggtgc gattatcaac 
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atgtctagtg tggtcggttt gatgggaaat atcggacaag ccaactatgc agcttctaaa 
360 

gcaggcttga ttggttttac caagtcagtt gcacgtgaag ttgccaatcg caacgtacgc 
420 

gt 

422 

<210> 2354 
<211> 140 
<212> PRT 

<213 > Homo sapiens 
<400> 2354 


Xaa 

Ala 

lie 

Ser 

Glu 

Glu 

Leu 

Leu 

Ala 

Glu 

Phe 

Ser 

Asn 

Tyr 

Gly Val 

1 




5 





10 





15 


Lys 

Val 

Val 

Pro 

He 

Ser 

Gly Asp Val 

Ser 

Asp 

Phe 

Ala 

Asp 

Ala 

Lys 




20 





25 





30 



Arg 

Met 

Val 

Asp 

Gin 

Ala 

lie 

Thr 

Glu 

Leu Gly 

Ser 

Val 

Asp 

Val 

Leu 



35 





40 





45 




Val 

Asn 

Asn 

Ala 

Gly 

lie 

Thr 

Gin 

Asp 

Thr 

Leu 

Met 

Leu 

Lys 

Met 

Thr 


50 





55 





60 





Glu 

Glu 

Asp 

Phe 

Glu 

Lys 

Val 

lie 

Lys 

lie 

Asn 

Leu 

Thr 

Gly Ala 

Phe 

65 





70 





75 





80 

Asn 

Met 

Thr 

Gin 

Ala 

Val 

Leu 

Lys 

Gin 

Met 

lie 

Lys 

Ala 

Arg Glu Gly 





85 





90 





95 


Ala 

lie 

lie 

Asn 

Met 

Ser 

Ser 

Val 

Val 

Gly Leu 

Met 

Gly 

Asn 

lie 

Gly 




100 





105 





110 



Gin 

Ala 

Asn 

Tyr 

Ala 

Ala 

Ser. 

Lys 

Ala 

Gly 

Leu 

lie 

Gly 

Phe 

Thr 

Lys 



115 





120 





125 




Ser 

Val 

Ala 

Arg 

Glu 

Val 

Ala 

Asn 

Arg 

Asn 

Val 

Arg 






130 





135 





140 






<210> 2355 

<211> 5191 

<212> DNA 

<213> Homo sapiens 

<400> 2355 

cttgccaagt ttgacggtga agtgatctgt gaacctccca acaacaaact ggacaaattc 
60 

agcggaaccc tctactggaa ggaaaataag ttccctctga gcaaccagaa catgctgctg 
120 

cggggctgtg tgctgcgaaa caccgagtgg tgcttcgggc tggtcatctt tgcaggtcct 
180 

gacactaagc tgatgcaaaa cagcggcaga acaaagttca aaagaacgag tatcgatcgc 
240 

ctaatgaata ccctggtgct ctggattttt ggattcctgg tttgcatggg ggtgatcctg 
300 

gccattggca atgccatctg ggagcacgag gtggggatgc gtttccaggt ctacctgccg 
360 

tgggatgagg cagtggacag tgccttcttc tctggcttcc tctccttctg gtcctacatc 
420 

atcatcctca acaccgttgt gcccatttca ctctatgtca gtgtggaggt catccgtctg 
480 
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ggccacagct acttcatcaa ctgggataag aagatgttct gcatgaagaa gcggacgcct 
540 

gcagaagccc gcaccaccac cctaaacgag gagctgggcc aggtggagta catcttctcc 
600 

gacaagacgg gcaccctcac ccagaacatc atggttttca acaagtgctc catcaatggc 
660 

cacagctatg gtgatgtgtt tgacgtcctg ggacacaaag ctgaattggg agagaggcct 
720 

gaacctgttg acttctcctt caatcctctg gctgacaaga agttcttatt ttgggacccc 
780aggctgtcaa gatcggggac ccccacacgc atgagttctt ccgcctcctt 840 

tccctgtgtc atactgtcat gtcagaagaa aagaacgaag gagagctgta ctacaaagct 
900 


cagtccccag 

960 

atgagggggc 

cctggtcacc 

tctcgcaccc 

1020 

ccaaaacaat 

caccgtccat 

ctggccatcc 

1080 

tggacttcaa 

caacatccgc 

gaggggaaga 

1140 

tccgactcta 

ctgcaaaggg 

cactccactc 

aagagctgct 

caacaccacc 

1200 



gggctgagga 

1260 

ccctggtgct 

ggcctacaag 

gctgagcgac 

1320 

gcctccaggc 

cagcctggcc 

atctatgagg 

aggttgagaa 

caacatgatg 

1380 



cttcagcaag 

gggttccaga 

gaccattgcc 

1440 



gtgctaaccg 

1500 

gagacaagca 

agagacggct 

acggatgaca 

1560 

tgactgaggt 

tttcatagtc 

gagnctcagg 

1620 

aaagcccggg 

agaagatgat 

ttcacctatc 

1680 

aggacaagct 

ttcttcttcc 

ggggagtacg 

1740 

ccctggtcat 

aaatggtcac 

gagctggagt 

ttctggagac 

agcgtgtgcc 

1800 



cccttgcaga 

1860 

aggcacaggt 

ggtagaactg 

gccattggag 

1920 

acggagccaa 

tgatgtcagc 

atcagtgggc 

1980 

aggaagggat 

ccaggctgtc 

aagttcctgc 

2040 

agcgcctcct 

gctggtgcat 

tttctttgct 

2100 

atttcttcta 

caaaaacttt 

ttcttctgtg 

2160 

gcttctcagc 

ccagaccgtc 


gcagccagga actttggttt tgttttccgc 
gagatgggca cagccatcac ctaccagctg 
aagcggatgt cggtcatagt gcggaatcca 
gctgacacta tcctactgga cagactgcac 
atggaccacc ttaatgagta cgcaggggaa 
gatctggatg aagagtacta cgaggagtgg 
caggacagcc gggaggacag gctggctagc 
ctgctgggtg caacggccat tgaggacaaa 
ctcctgacac tggccaacat caagatttgg 
gtgaacatcg gctattcctg caagatgctg 
actggccata ctgtcctgga ggtgcgggag 
ggactcatcn nccgctccgt aggcaacggc 
aagctaactt ctgtcctgga ggccgttgct 
agcctggccc acgcactgga ggcagacatg 
tgcaaagctg tcatctgctg ccgggtgacc 
gtcaagaagt acaagaaggc tgtgacgctt 
atgatcaaaa cggctcacat tggtgtgggg 
ttggcctccg attactcctt ctcccagttc 
gggcgctggt cctacctgcg aatgtgcaag 
gctttcacca tggtccactt ctggtttggc 
tatgaccagt atttcatcac cctgtataac 
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atcgtgtaca cctccctgcc 
2220 

cagcggagca tggagtaccc 
2280 

aagcgggagt tcttcatctg 
2340 

aCtccctatg gggtgtttgc 
2400 

cagtcctttg cagtcactgt 
2460 

ctcgacacag gctactggac 
2520 

tactttgcca tcctctttgc 
2580 

ttccggtttg tggggaatgc 
2640 

gtgctcacca cagtcgtctg 
2700 

ctgaagccgg atctctccga 
2760 

gcccagcacc gctgcatgcg 
2820 

ttctcccatc aggagggctt 
2880 

tctctcgcgc tctccagctt 
2940 

aggaagaaga gtgacagtgc 
3000 

tgaaggccga ggatggatgc 
3060 

tgagggaaca gcgtctcgga 
3120 

actctgtcct gctggtccca 
3180 

tccaccagct ggggagctag 
3240 

ggagccagcc ccactcgggg 
3300 

ttgtgtctgc ccctgccctg 
3360 

actcctactc cccagagggg 
3420 

tgccgggaag ccagagacct 
3480 

gatttgtgtt gtgtccagtt 
3540 

tatgtgactt ttatgttgtg 
3600 

cactgggatg ccgcagcctg 
3660 

gcctgcagtg accagtgctc 
3720 

agcagagggt agtgggagag 
3780 


agtcctggct atgggggtct 
taagctgtat gagccgggcc 
catcgcccag ggcatctaca 
tgatgccacc cgggatgatg 
ggccacatcc ttggtcattg 
ggccatcaac cacttcttca 
catgcacagc aatgggctct 
ccagaacacc ttggcccagc 
catcatgccc gtggttgcct 
cacggtccgc tacacacagc 
gcgggttggc cgcactggct 
cggggagctc atcatgtctg 
caccacccgc tccagctcca 
cagtagcccc agtggcggtg 
cctgtgccag tgaccagagc 
actgctggtc ctcattcctt 
ccacacatgg ctgggacatc 
agggagcagg cccaagggca 
accagaagtg gaaccaaaaa 
cctgggaccc acagggagac 
ccctagtgcc tctgttcctg 
gcaggggcct cggcccctca 
tggttttgtc tttttttatt 
gttggtgtct taactctcct 
gccggctgtg gggtggtttg 
tgtggggcag aggagctgac 
tgtaaaggag ggtttggtcc 


ttgatcagga tgtccccgag 
agctgaacct tctcttcaac 
cctccgtgct catgttcttc 
gcactcagct ggctgactac 
tggttagcgt gcagattggg 
tctggggaag ccttgctgtt 
tcgacatgtt tcccaaccag 
ccacggtgtg gctgaccatt 
tccgattcct caggctcaac 
tcgtgaggaa gaagcagaag 
cccggcgctc cggctatgcc 
gcaagaacat gcggctgagc 
gctggattga gagcctgcgc 
ccgacaagcc cctcaagggc 
acccagggct ggccagtcac 
gcttcccgtc cccccggtag 
tgttcccagc tgtaggccct 
gagcagaggc tgaggcacgg 
caagaaaaaa ctgtgagaga 
tataatctcc ttattttttt 
aattacataa gaatgtacca 
catcgtgtat gtctctcctt 
tggcaagtgg aggaggcttt 
gggaaaagga ggctggcaca 
ggaggatcxa tgtcggctct 
cagggaggga ggtacccatg 
tgtctgcttc ctcaccttga 
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gagtaaagtg ctgccctctg 
3840 

cctgctggcc ttgggctgga 
3900 

tgggtctgaa atttggtcag 
3960 

tttctttttt tttttgagat 
4020 

caatctcagc tcactgcaac 
4080 

cctgagtagc tgggattaca 
4140 

tagagatgtt tcaccatgtt 
4200 

acctcaacct cccaaagtgc 
4260 

gcgtagtttt ctttaatttt 
4320 

tccctttgcc tccccatctg 
4380 

ctgcaggggg aagctgtgca 
4440 

cttcttcagt aagcaaggag 
4500 

atccttgtgc cgggtagtag 
4560 

cttggtctgg atgggacact 
4620 

cctatgaagc tattccctaa 
4680 

gagaagaatc ctttcctctt 
4740 

agctgggagt gggtaggggg 
4800 

gggctgcagt gaggtggggg 
4860 

aaatcccttt tggccacaca 
4920 

aggtgagagt ctgattttta 
4980 

tatattatat aaatatatat 
5040 

ctcgtttttt agggagggaa 
5100 

ataatttatg acacatttct 
5160 

aaatgccttt ttataaaatt 
5191 

<210> 2356 
< 211 > 1000 
<212> PRT 

<213> Homo sapiens 


cccccaacac acacacatat 
gcctaggaaa gtggccccca 
t9999 a 9999 tagttttctt 
ggagtctcac tcttgtcacc 
ctccacctcc tgggttcaag 
ggcacacacc accacgcttg 
ggccaggcta gtcttgaatt 
tgagattaca ggcgtgagcc 
aaatttaaac ccaagtttat 
gtgctttctt gcatctacac 
cctgagatga ggctggaacg 
ccccgcccct caggcccagc 
aggaggataa gggcaaaacc 
gtcagagttt ggccacagcc 
ataaggcatt tcccaagtta 
ctttgatagt gggtcggggg 
attttaaatg ttccatatgg 
cgggtgggca gggaatggga 
gtttacaaac ccagtatcat 
taccaaagag gaaatgattt 
atacagttat atatatatat 
gaaagtacca agttgcattg 
atacttgcaa aaattatatc 
tcaatttctg a 


caattcctgg attccttagt 
aatccttagt gagctaaagc 
ttcttttttc tttttctttt 
taggcaagag tgcaatggca 
cgattctcct gcctcagcct 
gttaattttt gtatttttag 
cctgaccccc tgacctgccc 
accacaccca gctcagggag 
tggcagactc ccttttgacc 
cccagggccc tgtggtgggg 
ggaattggcc tctctgctcc 
ctctggcaag aggtggtgga 
aggcccaggc cagtgcctgg 
tgtcctttac ttcatccaca 
gtcgctacct aatcagcctt 
attcttcagg aatggtttgg 
gagccccaaa ggaactggat 
gaggggaagt cttggcaggg 
gtctgtctgt gtgtctctca 
tttttcatat tttgtttgtc 
atattatttt ttggttctct 
agctgtaatt aaggaacatt 
attttatgga tataagagaa 
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<400> 2356 


Leu 

Ala 

Lys 

Phe Asp Gly 

1 




5 


Leu Asp 

Lys 

Phe 

Ser Gly 




20 



Leu 

Ser 

Asn 

Gin 

Asn 

Met 



35 




Glu Trp 

Cys 

Phe Gly 

Leu 


50 





Met 

Gin 

Asn 

Ser Gly Arg 

65 





70 

Leu 

Met 

Asn 

Thr 

Leu 

Val 





85 


Gly Val 

lie 

Leu 

Ala 

lie 




100 



Met 

Arg 

Phe 

Gin 

Val 

Tyr 



115 




Phe 

Phe 

Ser 

Gly Phe 

Leu 


130 





Thr 

Val 

Val 

Pro 

lie 

Ser 

14S 





150 

Gly His 

Ser 

Tyr 

Phe 

lie 





165 


Lys Arg 

Thr 

Pro 

Ala 

Glu 




180 



Gly Gin 

Val 

Glu 

Tyr 

lie 



195 




Asn 

He 

Met 

Val 

Phe 

Asn 


210 





Asp 

Val 

Phe 

Asp 

Val 

Leu 

225 





230 

Glu 

Pro 

Val 

Asp 

Phe 

Ser 





245 


Phe 

Trp 

Asp 

Pro 

Ser 

Leu 




260 



Thr 

His 

Glu 

Phe 

Phe 

Arg 



275 




Glu 

Glu Lys 

Asn 

Glu Gly 


290 





Glu 

Gly Ala 

Leu 

Val 

Thr 

305 





310 

Ser Arg 

Thr 

Pro 

Lys 

Thr 





325 


Thr 

Tyr 

Gin 

Leu 

Leu 

Ala 




340 



Met 

Ser 

Val 

lie 

Val 

Arg 



355 




Lys 

Gly Ala 

Asp 

Thr 

lie 


370 





Glu 

Leu 

Leu 

Asn 

Thr 

Thr 

385 





390 

Gly Leu 

Arg 

Thr 

Leu 

Val 


405 


Tyr Glu Glu Trp Ala Glu 


Glu 

Val 

lie 

Cys 

10 

Glu 

Pro 

Thr 

Leu 

Tyr 

25 

Trp 

Lys 

Glu 

Leu 

Leu 

40 

Arg 

Gly 

Cys 

Val 

Val 

55 

lie 

Phe 

Ala 

Gly 

Pro 

60 

Thr 

Lys 

Phe 

Lys 

Arg 

75 

Thr 

Leu 

Trp 

lie 

Phe 

90 

Gly 

Phe 

Gly 

Asn 

Ala 

105 

lie 

Trp 

Glu 

Leu 

Pro 

120 

Trp 

Asp 

Glu 

Ala 

Ser 

135 

Phe 

Trp 

Ser 

Tyr 

lie 

140 

Leu 

Tyr 

val 

Ser 

Val 

155 

Glu 

Asn 

Trp 

Asp 

Lys 

170 

Lys 

Met 

Ala 

Arg 

Thr 

185 

Thr 

Thr 

Leu 

Phe 

Ser 

200 

Asp 

Lys 

Thr 

Gly 

Lys 

215 

Cys 

Ser 

lie 

Asn 

Gly 

220 

Gly 

His 

Lys 

Ala 

Glu 

235 

Leu 

Phe 

Asn 

Pro 

Leu 

250 

Ala 

Asp 

Leu 

Glu 

Ala 

265 

Val 

Lys 

lie 

Leu 

Leu 

280 

Ser 

Leu 

Cys 

His 

Glu 

295 

Leu 

Tyr 

Tyr 

Lys 

Ala 

300 

Ala 

Ala 

Arg 

Asn 

Phe 

315 

Gly 

lie 

Thr 

Val 

His 

330 

Glu 

Met 

lie 

Leu 

Asp 

345 

Phe 

Asn 

Asn 

Asn 

Pro 

360 

Glu 

Gly 

Lys 

lie 

Leu 

375 

Leu 

Asp 

Arg 

Leu 

His 

380 

Met 

Asp 

His 

Leu 

Asn 

395 

Glu 

Leu 

Ala 

Tyr 

Lys 

410 

Asp 

Leu 

Arg 

Arg 

Leu 

Gin 

Ala 

Ser 
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Pro 

Asn 

Asn 

15 

Lys 

Asn 

Lys 

30 

Phe 

Pro 

Leu 

45 

Arg 

Asn 

Thr 

Asp 

Thr 

Lys 

Leu 

Ser 

lie 

Asp 

Arg 

80 

Leu 

Val 

Cys 

95 

Met 

His 

Glu 

110 

Val 

Gly 

Val 

125 

Asp 

Ser 

Ala 

lie 

lie 

Leu 

Asn 

Val 

lie Arg 

Leu 

160 

Phe 

Cys 

Met 

175 

Lys 

Asn 

Glu 

190 

Glu 

Leu 

Thr 

205 

Leu 

Thr 

Gin 

His 

Ser 

Tyr 

Gly 

Gly 

Glu Arg 

Pro 

240 

Lys 

Lys 

Phe 

255 

Leu 

Gly 

Asp 

270 

Pro 

His 

Thr 

285 

Val 

Met 

Ser 

Gin 

Ser 

Pro 

Asp 

Phe 

Val 

Phe 

Arg 

320 

Gly 

Thr 

Ala 

335 

lie 

lie 

Arg 

350 

Lys 

Arg 

Arg 

365 

Leu 

Tyr 

Cys 

His 

Ser 

Thr 

Gin 

Tyr 

Ala 

Gly 

Glu 

400 

Asp 

Glu 

Glu 

415 

Tyr 

Leu 

Ala 

Gin 

Asp 
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420 

Ser Arg Glu Asp Arg Leu Ala Ser 

435 440 

Met Met Leu Leu Gly Ala Thr Ala 

450 455 

Val Pro Glu Thr lie Ala Leu Leu 

465 ' 470 

Val Leu Thr Gly Asp Lys Gin Glu 

485 

Cys Lys Met Leu Thr Asp Asp Met 
500 

His Thr Val Leu Glu Val Arg Glu 

515 520 

Asp Asp Gly Leu lie Xaa Arg Ser 

530 535 

Asp Lys Leu Ser Ser Ser Lys Leu 
545 SSO 

Gly Glu Tyr Ala Leu Val lie Asn 
565 

Glu Ala Asp Met Glu Leu Glu Phe 
580 

Ala Val He Cys Cys Arg Val Thr 
595 600 

Glu Leu Val Lys Lys Tyr Lys Lys 
610 615 

Gly Ala Asn Asp Val Ser Met lie 
625 630 

lie Ser Gly Gin Glu Gly He Gin 
645 

Phe Ser Gin Phe Lys Phe Leu Gin 
660 

Trp Ser Tyr Leu Arg Met Cys Lys 
675 680 

Asn Phe Ala Phe Thr Met Val His 
690 695 

Phe Ser Ala Gin Thr Val Tyr Asp 
705 710 

lie Val Tyr Thr Ser Leu Pro Val 
725 

Asp Val Pro Glu Gin Arg Ser Met 
740 

Gly Gin Leu Asn Leu Leu Phe Asn 
755 ,760 

Ala Gin Gly lie Tyr Thr Ser Val 
770 775 

Val Phe Ala Asp Ala Thr Arg Asp 
785 790 

Gin Ser Phe Ala Val Thr Val Ala 
805 

Val Gin lie Gly Leu Asp Thr Gly 
820 

Phe lie Trp Gly Ser Leu Ala Val 
83S 840 

His Ser Asn Gly Leu Phe Asp Met 


425 430 

lie Tyr Glu Glu Val Glu Asn Asn 
445 

lie Glu Asp Lys Leu Gin Gin Gly 
460 

Thr Leu Ala Asn lie Lys lie Trp 
475 480 

Thr Ala Val Asn lie Gly Tyr Ser 
490 495 

Thr Glu Val Phe lie Val Thr Gly 
505 510 

Glu Xaa Gin Glu Ser Pro Gly Glu 
525 

Val Gly Asn Gly Phe Thr Tyr Gin 
54 0 

Thr Ser Val Leu Glu Ala Val Ala 
555 560 

Gly His Ser Leu Ala His Ala Leu 
570 575 

Leu Glu Thr Ala Cys Ala Cys Lys 
585 590 

Pro Leu Gin Lys Ala Gin Val Val 
605 

Ala Val Thr Leu Ala lie Gly Asp 
620 

Lys Thr Ala His lie Gly Val Gly 
635 640 

Ala Val Leu Ala Ser Asp Tyr Ser 
650 655 

Arg Leu Leu Leu Val His Gly Arg 
665 670 

Phe Leu Cys Tyr Phe Phe Tyr Lys 
685 

Phe Trp Phe Gly Phe Phe Cys Gly 
700 

Gin Tyr Phe lie Thr Leu Tyr Asn 
715 720 

Leu Ala Met Gly Val Phe Asp Gin 
730 735 

Glu Tyr Pro Lys Leu Tyr Glu Pro 
745 750 

Lys Arg Glu Phe Phe lie Cys lie 
765 

Leu Met Phe Phe lie Pro Tyr Gly 
780 

Asp Gly Thr Gin Leu Ala Asp Tyr 
795 800 

Thr Ser Leu Val lie Val Val Ser 
810 815 

Tyr Trp Thr Ala lie Asn His Phe 

825 830 

Tyr Phe Ala lie Leu Phe Ala Met 
845 

Phe Pro Ahn Gin Phe Arg Phe Val 
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850 





855 





Gly Asn 

Ala 

Gin 

Asn 

Thr 

Leu 

Ala 

Gin 

Pro 

Thr 

865 




870 





875 

Val Leu 

Thr 

Thr 

Val 

Val 

Cys 

He 

Met 

Pro 

Val 




885 





890 


Leu Arg 

Leu 

Asn 

Leu 

Lys 

Pro 

Asp 

Leu 

Ser 

Asp 



900 





905 



Gin Leu 

Val 

Arg 

Lys 

Lys 

Gin 

Lys 

Ala 

Gin 

His 


915 





920 




Val Gly 

Arg 

Thr 

Gly 

Ser 

Arg 

Arg 

Ser Gly Tyr 

930 





935 





Glu Gly 

Phe 

Gly 

Glu 

Leu 

lie 

Met 

Ser Gly Lys 

945 




950 





955 

Ser Leu 

Ala 

Leu 

Ser 

Ser 

Phe 

Thr 

Thr 

Arg 

Ser 




965 





970 


Glu Ser 

Leu 

Arg 

Arg 

Lys 

Lys 

Ser Asp 

Ser 

Ala 



980 





985 



Gly Ala 

Asp 

Lys 

Pro 

Leu 

Lys 

Gly 





995 





1000 




<210> 2357 
<211> 408 
<212> DNA 

<213 > Homo sapiens 
<400> 2357 

nacgcgttac gttgctggag gtcaatgcgt catgccgata 
60 

ggcgaccatc cttgccacca ttaccattgc cgccctagtg 
120 

ggtgcgccaa acggtgaaga cgaggtttcc cgcaagctca 
180 

ccacaaaacc cactcctgcc agccgacacc aatgaaaccg 
240 

gccttgttcg ccggcctggt gtattacgac gccgacggca 
300 

aaatccattg acttcgatgg cgaccgcacc tacacggtga 
360 

gccgacggta ctgaggtgaa ggcccataat tttgtgaaag 
408 

<210> 2358 
<211> 98 
<2l-2> PRT 

<213> Homo sapiens 


<400> 2358 


Tyr Gly 

Gly Ala 

Pro 

Asn 

Gly 

Glu 

Asp 

Glu 

Val 

1 



5 





10 


Thr 

val 

Trp Gly 

Ala 

Glu 

Pro 

Gin 

Asn 

Pro 

Leu 



20 





25 



Asn 

Glu 

Thr Gly 

Gly 

Thr 

Lys 

Val 

lie 

Thr 

Ala 



35 




40 



Asn 

Val 

Tyr 

Tyr Asp 

Ala 

Asp 

Gly 

Lys 

Thr 

His 


860 





Val 

Trp 

Leu 

Thr 

lie 

880 

Val 

Ala 

Phe 

Arg 

895 

Phe 

Thr 

Val 

Arg 

910 

Tyr 

Thr 

Arg 

Cys 

925 

Met 

Arg Arg 

Ala 

940 

Phe 

Ser 

His 

Gin 

Asn 

Met 

Arg 

Leu 

Ser 

960 

Ser 

Ser 

Ser 

Trp 

975 

lie 

Ser 

Ser 

Pro 

990 

Ser Gly 


catcatcaga tccgcactgt 
ctcacgggct gtaatacggc 
tcaccgtgtg gggtgctgag 
gcggcacgaa agtcatcacc 
aaacccataa tgatgtggcc 
cgctgcggaa aaccagattc 
ctgccgca 


Ser 

Arg 

Lys 

Leu 

15 

lie 

Leu 

Pro 

Ala 

30 

Asp 

Thr 

Leu 

Phe 

45 

Ala Gly 

Leu 

Asp 

Val 

Ala 

Lys 

Ser 
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50 55 60 

lie Asp Phe Asp Gly Asp Arg Thr Tyr Thr Val Thr Leu Arg Lys Thr 

65 70 75 80 

Arg Phe Ala Asp Gly Thr Glu Val Lys Ala His Asn Phe Val Lys Ala 

85 90 95 

Ala Ala 


<2 10> 2359 
<211> 324 
<212> DNA 

<213 > Homo sapiens 


<400> 2359 


aacctgaaca tgttgggatt gagagagccc 
60 

gttgagcaga cgtgtcgtga gtacggcgaa 
120 

accaatcacg aagggcaaat gattgaatgg 
180 

attgtgatca atccaggagc atggacccat 
240 

gcagccgagg taccggtgat tgaggttcac 
300 

aggcattttt cctacgtgtc acgc 
324 

<210> 2360 
<211> 108 
<212 > PRT 

<213 > Homo sapiens 
<400> 2360 


Asn Leu 

Asn 

Met 

Leu Gly 

Leu Arg 

1 



5 




Thr Leu 

Ala 

Asp 

Val 

Glu 

Gin 

Thr 



20 





Gly Leu 

Val 

lie 

Glu 

Phe 

Gin 

Gin 


35 





40 

Glu Trp 

He 

His 

His 

Ala 

Arg 

Arg 

50 





55 


Pro Gly 

Ala 

Trp 

Thr 

His 

Thr 

Ser 

65 




70 



Ala Ala 

Glu 

Val 

Pro 

Val 

lie 

Glu 




85 




Arg Glu 

Asp 

Phe 

Arg 

His 

Phe 

Ser 



100 






<210> 2361 
<211> 398 
<212> DNA 

<213> Homo sapiens 
<400> 2361 


gaggtgtatg ggtcggaaac attggccgac 
gaacttgggc ttgtaattga gtttcagcaa 
attcaccacg cccgtagaag gattgcgggg 
acatcggcag ccatccacga tgcgttgatt 
atctcaaatg tccacaggcg tgaagatttc 


Glu 

Pro 

Glu 

Val 

Tyr 

Gly 

Ser 

Glu 


10 





15 


Cys 

Arg 

Glu 

Tyr 

Gly 

Glu 

Glu 

Leu 

25 





30 



Thr 

Asn 

His 

Glu 

Gly 

Gin 

Met 

lie 





45 




Arg 

lie 

Ala 

Gly 

lie 

Val 

lie 

Asn 




60 





Ala 

Ala 

lie 

His 

Asp 

Ala 

Leu 

lie 



75 





80 

Val 

His 

He 

Ser 

Asn 

Val 

His 

Arg 


90 





95 


Tyr 

Val 

Ser 

Arg 





105 
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tccggatggg actccaacct acttgggggt 
60 

gtcagggacc ggtatggaag cctcagtagg 
120 

gatcaacaca gaccagctgg tcaaggggga 
180 

gtagggagag tcccaaaggc aggtggtggg 
240 

tatcacttaa ggcccaacag cacacagtct 
300 

atcccgctct cacagctcca ccccgcctgc 
360 

tgcagctcca cacccgggaa acaccacatg 
398 

< 2 1 0 > 2362 
<211> 98 
<212> PRT 

<213 > Homo sapiens 
<400> 2362 

Met Pro Leu Pro Ser Arg Ser Thr 
1 5 

Ser lie Pro Ala Leu Ser Ser Arg 
20 

Arg Trp Trp Gly Trp Gly Leu Gin 
35 40 

Lys Ala Gin Gin His Thr Val Ser 
50 55 

Gly His Pro Ala Leu Thr Ala Pro 
65 70 ‘ 

Leu His Lys His Met Leu Gin Leu 
85 

Arg Phe 


actgggggtg cagaaagaac gcggccctgt 
gctggagccc catcatgccc cttccgagca 
cctccatccc tgccctgtcc tcacggagct 
gctggggcct ccaacagctg ggtcctctca 
cccaagtgtg ccaggtgcca caacacggcc 
ctgcctgcca ccatctccac aaacatatgc 
ctcgcttt 


Gin Thr Ser Trp Ser Arg Gly Thr 
10 15 

Ser Cys Arg Glu Ser Pro Lys Gly 
25 30 

Gin Leu Gly Pro Leu He Ser Leu 
45 

Gin Val Cys Gin Val Pro Gin His 
60 

Pro Arg Leu Pro Ala Cys His His 
75 80 
His Thr Arg Glu Thr Pro His Ala 
90 95 


<210> 2363 
<211> 833 
<2 12 > DNA 

<213> Homo sapiens 
<4 00 > 2363 

nngactcctc tagctcccaa cgcaaaagcg tttaaagatg cagctcagaa gcatcaccag 
60 

cagcacaagg ggaggtccca agaaccagaa cttacatcac tgcctccgag ttcagaggtt 
120 

tcctttccca ccttctcaga actttctgtt tccatggcct cctctgccac ctctgccacc 
180 

tcccctgatg tgctggcctc cgtttccatc gcttcctcat ggcgttcttc cgcccggtgt 
240 

tccaagccca ctgcangtcg aagcaaacgt gattgcgtta ccactcagaa ggtggcacag 
300 

ggactggcag cggtgccatc tgggagtctg tgtgctcagc ctccgagtgc aggcttcccc 
360 
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ggcccctgct gtggtgctag gtccccagat gagagatcac ggtcatgaag atcagccccc 
420 

aaggcagccc cttccnttcc agcctgggct ctggcgtgtt ctaggtgctc acttccatgg 
480 

ctggcctgct cacagagccc tacctcagcc tgtggtaagc gcacctgctc ggccctggtg 
540 

ctctatgatg agccaccagt cagttctgca gatgtgtccc cgagctcctg ccgagggacg 
600 

aaacacggtg gccctgctcc tagtgcctgt gcacgccacg ctccacacct gccatctgcc 
660 

cttccaccac ctgctccccc aggggctccg cctcgtgact cacgctcagg caagtctccg 
720 

ggcgcgaaca gctggctgat ggtgacatgc tgcagcctgg tcacatcaga aaccatgagg 
780 

gtggatctcc ggaggtcatc gatgtggaca gactgccaca gcccttcacg cgt 
833 

<210> 2364 
<211> 135 
<212 > PRT 

<213 > Homo sapiens 
<400> 2364 


xaa 

Thr 

Pro 

Leu 

Ala 

Pro 

Asn 

Ala 

Lys 

Ala 

Phe 

Lys 

Asp 

Ala 

Ala 

Gin 

l 




5 





10 





15 


Lys 

His 

His 

Gin 

Gin 

His 

Lys 

Gly 

Arg 

Ser 

Gin 

Glu 

Pro 

Glu 

Leu 

Thr 



20 





25 





30 



Ser 

Leu 

Pro 

Pro 

Ser 

Ser 

Glu 

Val 

Ser 

Phe 

Pro 

Thr 

Phe 

Ser 

Glu 

Leu 



35 





40 





45 




Ser 

Val 

Ser 

Met 

Ala 

Ser 

Ser 

Ala 

Thr 

Ser 

Ala 

Thr 

Ser 

Pro 

Asp 

Val 


50 





55 





60 





Leu 

Ala 

Ser 

Val 

Ser 

He 

Ala 

Ser 

Ser 

Trp 

Arg 

Ser 

Ser 

Ala Arg Cys 

65 





70 





75 





80 

Ser 

Lys 

Pro 

Thr 

Ala 

Xaa 

Arg 

Ser 

Lys 

Arg 

Asp 

Cys 

Val 

Thr 

Thr 

Gin 




85 





90 





95 


Lys 

Val 

Ala 

Gin 

Gly Leu 

Ala 

Ala 

Val 

Pro 

Ser 

Gly 

Ser 

Leu 

Cys 

Ala 



100 





105 





110 



Gin 

Pro 

Pro 

Ser 

Ala Gly 

Phe 

Pro 

Gly 

Pro 

Cys 

Cys 

Gly 

Ala 

Arg 

Ser 



115 





120 





125 




Pro 

Asp 

Glu 

Arg 

Ser 

Arg 

Ser 











130 135 

<210> 2365 
<211> 429 
<212 > DNA 

<213 > Homo sapiens 
<400> 2365 

accggtgccc agctcccacg gctcgtccag acctacgttg agaaacttcg acgagacagt 
60 

ctccgtcagt tcgcccaaca acctctgaac gaagtcaaga ttctccggca ctggagccaa 
120 

ggtgcttgcc ctggcatgaa cgccccaggg gaggtcgacg ccgccgggat tctcacaccg 
180 
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atggtgatgg gactcggttt ccaaccacgg ttccatgtga cccagacagt tctggttggc 
240 

cccgagctcg atgcctcgtc cgcgacacag accatcgagc cacctcatgt cctccgccgt 
300 

cacggggctg cggtcggccc acacctcctc ctcaccgcgg taggcaaatc ccgcttcacc 
360 

atagagctca aggtgattga gaccacaccg cgccatgacg cgcgtcagga aatcaagagt 
420 

ggaacgcgt 

429 

<210> 2366 
<211> 132 
<212> PRT 

<213 > Homo sapiens 
<400> 2366 


Met 

Ala 

Arg 

Cys 

Gly 

Leu 

Asn 

His 

Leu 

Glu 

Leu Tyr 

Gly Glu 

Ala Gly 

1 




5 





10 




15 


Phe 

Ala 

Tyr 

Arg 

Gly 

Glu 

Glu 

Glu 

Val 

Trp 

Ala Asp 

Arg 

Ser 

Pro 

Val 




20 





2 5 




30 



Thr 

Ala 

Glu 

Asp 

Met 

Arg 

Trp 

Leu 

Asp 

Gly 

Leu Cys 

Arg 

Gly Arg 

Gly 



35 





40 




45 




lie 

Glu 

Leu 

Gly 

Ala 

Asn 

Gin 

Asn 

Cys 

Leu 

Gly His 

Met 

Glu 

Pro 

Trp 


50 





55 




60 





Leu 

Glu 

Thr 

Glu 

Ser 

His 

His 

His 

Arg 

Cys 

Glu Asn 

Pro Asp 

Gly Val 

65 





70 





75 




80 

Asp 

Leu 

Pro 

Trp 

Gly 

Val 

His 

Ala 

Arg 

Ala 

Ser Thr 

Leu 

Ala 

Pro 

Val 





85 





90 




95 


Pro 

Glu 

Asn 

Leu 

Asp 

Phe 

Val 

Gin 

Arg 

Leu 

Leu Gly 

Glu 

Leu 

Thr 

Glu 




100 





105 




110 



Thr 

Val 

Ser 

Ser 

Lys 

Phe 

Leu 

Asn 

Val 

Gly 

Leu Asp 

Glu 

Pro 

Trp 

Glu 



115 





120 




125 




Leu Gly 

Thr 

Gly 













130 


<210> 2367 
<211> 474 
<212 > DNA 

<213 > Homo sapiens 
<4 00> 2367 

ngtgcacggg agaagacgtg cgcgcagttc ggcggaacct atccgggttc ggccggcagt 
60 

gggggtcacg agctcaccga cgcgcgcgcg ttcgcctcgt ggggcgtcga tttcgtcaaa 
120 

tacgatcggt gctccggtga ctccgcgcac gacgaccagg tcgcctcgtt caccgcgatg 
180 

cgtgacgcaa tccgatccac cggacgcccc atggtgtaca gcatcaaccc caacagcgaa 
240 

tcgccggatc ggtccggagc ccaattcgat tggggcggtg tggcaaccat gacacgtacc 
300 

accaacgaca tctcgccggt gtggaccact cggccggccg gtgccgatgc gacaccggca 
360 
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tcggggtatc aggggatccg cgacatcatc gacgccgtgg ccccgatcgg cgcacgggtt 
420 

gcgacggcag cttcgtcgac atggacatgc tcgtcgtcgg tgtcggcaac gcgt 
474 


<210> 2368 

<21X> 158 

<212> PRT 

<213> Homo sapiens 


<400> 2368 


Xaa 

Ala 

Arg Glu 

Lys 

Thr 

Cys 

Ala 

1 



5 




Ser 

Ala 

Gly Ser 

Gly 

Gly His 

Glu 



20 





Ser Trp 

Gly Val 

Asp 

Phe 

Val 

Lys 



35 




40 

Ala 

His 

Asp Asp 

Gin 

Val 

Ala 

Ser 


50 




55 


Arg 

Ser 

Thr Gly 

Arg 

Pro 

Met 

Val 

65 




70 



Ser 

Pro Asp Arg 

Ser 

Gly Ala 

Gin 




85 




Met 

Thr 

Arg Thr 

Thr 

Asn Asp 

lie 



100 





Ala 

Gly Ala Asp 

Ala 

Thr 

Pro 

Ala 



115 




120 

lie 

lie 

Asp Ala 

Val 

Ala 

Pro 

lie 


130 




135 


Ser 

Ser 

Thr Trp 

Thr 

Cys 

Ser 

Ser 


145 150 


Gin Phe Gly Gly Thr Tyr Pro Gly 
10 15 

Leu Thr Asp Ala Arg Ala Phe Ala 
2 5 3‘0 

Tyr Asp Arg Cys Ser Gly Asp Ser 
45 

Phe Thr Ala Met Arg Asp Ala He 
60 

Tyr Ser lie Asn Pro Asn Ser Glu 
75 80 
Phe Asp Trp Gly Gly Val Ala Thr 
90 95 

ser Pro Val Trp Thr Thr Arg Pro 
105 HO 

Ser Gly Tyr Gin Gly lie Arg Asp 
125 

Gly Ala Arg Val Ala Thr Ala Ala 
140 

Ser Val Ser Ala Thr Arg 
155 


<210> 2369 

<211> 408 

<212> DNA 

<213 > Homo sapiens 

<400> 2369 

ctgaatggca ggcaggcaga 
60 

aaggggagcg ccctgggacc 
120 

gtgcctcccc caaccccagt 
180 

cccgaaagga agagggggcc 
240 

tccacatccg ccccgcctcc 
300 

ggggagctca aggccacagc 
360 

gatgaacgag ctgggactcc 
408 


ggccaccaga gccagccccc 
taacccagag ccccatctca 
caggacttcg tccatcccag 
accaagaagg ctcccagccg 
caggtctacc cagacagggc 
accagccagc ccaaggcttg 
gcctccagcc cctcccctgc 


cgagaagccc tgctgagcca 
ccttcccccg ttctttcaaa 
ttcaggaagc acaagaggct 
actcccactg cctcccagct 
ccccgagcnc agactgccct 
gccagtccca gtcccaagca 
cccctcct 


<210> 2370 
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<211> 136 
<212 > PRT 
<213 > Homo sapiens 

<400> 2370 

Leu Asn Gly Arg Gin Ala Glu Ala Thr Arg Ala Ser Pro Pro Arg Ser 
15 10 15 

Pro Ala Glu Pro Lys Gly Ser Ala Leu Gly Pro Asn Pro Glu Pro His 
20 25 30 

Leu Thr Phe Pro Arg Ser Phe Lys Val Pro Pro Pro Thr Pro Val Arg 
35 40 45 

Thr Ser Ser He Pro Val Gin Glu Ala Gin Glu Ala Pro Glu Arg Lys 
50 55 60 

Arg Gly Pro Pro Arg Arg Leu Pro Ala Asp Ser His Cys Leu Pro Ala 

65 70 75 80 

Ser Thr Ser Ala Pro Pro Pro Arg Ser Thr Gin Thr Gly Pro Pro Ser 

85 90 95 

Xaa Asp Cys Pro Gly Glu Leu Lys Ala Thr Ala Pro Ala Ser Pro Arg 
100 105 110 

Leu Gly Gin Ser Gin Ser Gin Ala Asp Glu Arg Ala Gly Thr Pro Pro 
115 120 125 

Pro Ala Pro Pro Leu Pro Pro Pro 
130 135 

<210> 2371 

<211> 327 

<212> DNA 

<213 > Homo sapiens 

<4 00 > 2371 

gaattcggtg tgcgatgcga gcctgcagcc tgggagcaga gacaaggagc aaaggcggtg 
60 

agagggttgo cagggcaccc agttacagct ggagctgcag gggacccatc cctcgagaga 
120 

ggcaggcact agtcatgagg caagagatgc ctcagaagag gatgctggcc gcagggcaca 
180 

gcagagaggg agatagcccg gggcactcct caggaccggg cctcagggga cagcaaacaa 
240 

gattcctgat agacgcgccc aggtcatgcc ttttcagtgg tgtgagccag gttctggcgt 
300 

caggcgggco aaggttttca tgcagcn 
327 

<210> 2372 

<2ll> 104 

<212> PRT 

<213> Homo sapiens 

<4 00> 2372 

Met Arg Ala Cys Ser Leu Gly Ala Glu Thr Arg Ser Lys Gly Gly Glu 
15 10 15 

Arg Val Ala Arg Ala Pro Ser Tyr Ser Trp Ser Cys Arg Gly Pro lie 
20 25 30 

Pro Arg Glu Arg Gin Ala Leu Val Met Arg Gin Glu Met Pro Gin Lys 
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35 40 45 

Arg Met Leu Ala Ala Gly His Ser Arg Glu Gly Asp Ser Pro Gly His 
50 55 60 

Ser Ser Gly Pro Gly Leu Arg Gly Gin Gin Thr Arg Phe Leu He Asp 

65 70 75 80 

Ala Pro Arg Ser Cys Leu Phe Ser Gly Val Ser Gin Val Leu Ala Ser 

85 90 95 

Gly Gly Pro Arg Phe Ser Cys Ser 
100 

<210> 2373 

<211> 591 

<212> DNA 

<213 > Homo sapiens 

<400> 2373 

gaattctgac attcaggaag tcaattgcag aaggtttaac caagttgatt ctgttttacc 
60 

aaatcctgtc tattctgaaa agcggccaat gccagactca tctcatgatg tgaaagttct 
120 

cacttcaaag acatcagctg ttgagatgac ccaggcagta ttgaatactc agctttcatc 
180 

agaaaatgtt accaaagttg agcaaaattc accagcagtt tgtgaaacaa tttctgttcc 
240 

caagtccatg tccactgagg aatataaatc aaaaattcaa aatgaaaata tgctacttct 
300 

cgctttgctt tcacaggcac gtaagactca gaagacagta ttaaaagatg ctaatcaaac 
360 

tattcaggat tctaaaccag acagttgtga aatgaatcca aatacccaaa tgactggtaa 
420 

ccaactgaat ttgaagaaca tggaaactcc aagtacttct aatgtaagtg gcagggtttt 
480 

ggacaactcc ttttgcagtg gacaagaatc ctcaacaaaa ggaatgcctg ctaaaagtga 
540 

cagtagctgt tccatggaag tgctagcaac ctgtctttcc ctgtggaaaa a 
591 

<210> 2374 
<211> 167 
<212 > PRT 

<213 > Homo sapiens 


<400> 2374 


Met 

Pro 

Asp 

Ser 

Ser 

His 

Asp 

Val 

Lys 

Val 

Leu 

Thr 

Ser 

Lys 

Thr 

Ser 

1 



5 





10 





15 


Ala 

Val 

Glu 

Met 

Thr 

Gin 

Ala 

Val 

Leu 

Asn 

Thr 

Gin 

Leu 

Ser 

Ser 

Glu 




20 





25 





30 



Asn 

Val 

Thr 

Lys 

Val 

Glu 

Gin 

Asn 

Ser 

Pro 

Ala 

Val 

Cys 

Glu 

Thr 

lie 



35 





40 





45 




Ser 

Val 

Pro 

Lys 

Ser 

Met 

Ser 

Thr 

Glu 

Glu 

Tyr 

Lys 

Ser 

Lys 

lie 

Gin 


50 





55 





60 





Asn 

Glu 

Asn 

Met 

Leu 

Leu 

Leu 

Ala 

Leu 

Leu 

Ser 

Gin 

Ala 

Arg 

Lys 

Thr 

65 





70 





75 





80 

Gin 

Lys 

Thr 

Val 

Leu 

Lys 

Asp 

Ala 

Asn 

Gin. 

Thr 

He 

Gin 

Asp 

Ser 

Lys 
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85 90 


Pro 

Asp 

Ser 

Cys 

Glu 

Met 

Asn 

Pro 

Asn 

Thr 

Gin 

Met 




100 





105 




Leu 

Asn 

Leu Lys 

Asn 

Met 

Glu 

Thr 

Pro 

Ser 

Thr 

Ser 



115 





120 





Arg 

Val 

Leu 

Asp 

Asn 

Ser 

Phe 

Cys 

Ser 

Gly 

Gin 

Glu 

130 





135 





140 

Gly 

Met 

Pro 

Ala 

Lys 

Ser 

Asp 

Ser 

Ser 

Cys 

Ser 

Met 

145 





150 





155 


Thr 

Cys 

Leu 

Ser 

Leu 

Trp 

Lys 







165 


95 

Thr Gly Asn Gin 
110 

Asn Val Ser Gly 
125 

Ser Ser Thr Lys 

Glu Val Leu Ala 
160 


<210> 2375 
<211> 535 
<212> DNA 

<213> Homo sapiens 
<400> 2375 

ntggccatgt cgttgctcag 
60 

ctggacgcga tgcgcatgct 
120 

tataactgcc tgcgcgccgc 
180 

gacatgtggg aaaacctcaa 
240 

ctggcccggc atggcatcag 
300 

cgcggggcaa cctcgggcac 
360 

acgtttgtcg agcgcgcgga 
420 

ggtgaggagt cggaagaggt 
480 

ctgctgcggg ccttgtcgtc 


cagcggcacc ctggacagtt 
gcacttcttc gccctcgacg 
gcggggcaat gcccacgcgg 
cgccacctgg ctggaaatgc 
ccacttctgt gactgggtca 
catcatgcgc aacgacgctt 
caacaccctg cgcctgctgg 
cagcgacctg tcggcacgcg 
attcgaggcg tataccgaac 


accttgagcg tcacaaacaa 
aagaaaaccc cgccagcatc 
tacgcgggcg gatcaccgcc 
gcagcatcgc cgccgggggc 
agcagcgttc gcacctgttc 
accggtttat tcgcctgggc 
atgcgcgcta cgaaatgttt 
ggtattacca gtggagcgcc 
tgtaccccaa cgcgt 


535 


<210> 2376 
<211> 178 
<212> PRT 

<213 > Homo sapiens 


<400> 2376 


Xaa 

l 

Ala 

Met 

Ser 

Leu 

5 

Leu 

Ser 

Ser 

Arg 

His 

Lys 

Gin 

20 

Leu 

Asp 

Ala 

Met 

Asp 

Glu 

Glu 

35 

Asn 

Pro 

Ala 

Ser 

lie 

40 

Gly 

Asn 

50 

Ala 

His 

Ala 

Val 

Arg 

55 

Gly 

Asn 

65 

Leu 

Asn 

Ala 

Thr 

Trp 

70 

Leu 

Glu 

Leu 

Ala 

Arg 

His 

Gly 

He 

Ser 

His 


Gly 

Thr 

10 

Leu Asp 

Ser 

Tyr 

Leu 

15 

Glu 

Arg 

25 

Met 

Leu 

His 

Phe 

Phe 

30 

Ala 

Leu 

Tyr 

Asn 

Cys 

Leu 

Arg 

45 

Ala 

Ala 

Arg 

Arg 

lie 

Thr 

Ala 

60 

Asp 

Met 

Trp 

Glu 

Met 

Arg 

Ser 

75 

lie 

Ala 

Ala 

Gly 

Gly 

80 

Phe 

Cys 

Asp 

Trp 

Val 

Lys 

Gin 

Arg 
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85 90 95 

Leu Phe Arg Gly Ala Thr Ser Gly Thr lie Met Arg Asn Asp 
100 105 no 

Arg Phe lie Arg Leu Gly Thr Phe Val Glu Arg Ala Asp Asn 
115 120 125 

Arg Leu Leu Asp Ala Arg Tyr Glu Met Phe Gly Glu Glu Ser 
135 140 

Val Ser Asp Leu Ser Ala Arg Gly Tyr Tyr Gin Trp Ser Ala 
150 155 160 

Arg Ala Leu Ser Ser Phe Glu Ala Tyr Thr Glu Leu Tyr Pro 
165 170 175 


<210> 2377 
<211> 622 
<212> DNA 

<213 > Homo sapiens 
<400> 2377 

acgcgtgaag ggttgaggct tcagaagtgg tagggaagaa cagaagctcc cttctgaggg 
60 

agcacccagg agatgaaagg aaccaatcct gggtggtcct gcaccaggct tatcaacccc 
120 

tgacagacaa atggaaaact tctgtgatgg tgggacatga aaaaatattt cacccttctg 
180 

ataaaatgga accagcagat agaagtagga atttttctgt taggtgaaat gtttttaaaa 
240 

atatgtatac aggaaaaagc ataaaacagt attgactggc aaacatagaa ctggaatgta 
300 

aatataatgt tctttgccct gaatgattta agtggcatga taaaactcat gccacagact 
360 

gggtaagaca aggaatctaa tccactctaa aaagaagaaa agcatagtaa aattctcctt 
420 

agagttagaa ttattaatag ttcctatcta ctatttaatt taatcatagt taatgatgag 
480 

aatttcttaa atttaaagct tctgatgatg ctaaatgtgc atttctcatg attccttaaa 
540 

acaatttttg taaattctat tcctaggacc ttctgctttc agaaaaatta atgtcttgta 
600 

ttcttcgtat tggaggagat ct 
622 

<210> 237B 
<211> 109 
<212> PRT 

<213 > Homo sapiens 
<400> 2378 

Met Ser Phe lie Met Pro Leu Lys Ser Phe Arg Ala Lys 
15 10 

Phe Thr Phe Gin Phe Tyr Val Cys Gin Ser He Leu Phe 
20 25 

Ser Cys lie His lie Phe Lys Asn lie Ser Pto -Asn Arg 


Asn lie lie 
15 

Tyr Ala Phe 
30 

Lys lie Pro 


Ser His 

Ala Tyr 

Thr Leu 
130 
Glu Glu 
145 

Leu Leu 
Asn Ala 
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35 40 

Thr Ser He Cys Trp Phe His Phe 
50 55 

Met Ser His His His Arg Ser Phe 
65 70 

Ser Leu Val Gin Asp His Pro Gly 
. 85 

Leu Pro Gin Lys Gly Ala Ser Val 
100 


45 


lie 

Arg 

Arg 

Val 

Lys 

Tyr 

Phe 

Phe 




60 





Pro 

Phe 

Val 

Cys 

Gin Gly 

Leu 

lie 



75 





80 

Leu 

Val 

Pro 

Phe 

lie 

Ser 

Trp 

Val 


90 





95 


Leu 

Pro 

Tyr 

His 

Phe 




105 









<210> 2379 
<211> 342 
<212> DNA 

<213 > Homo sapiens . 
<400> 2379 

tcatgacctg gagacttcgg 
60 

cggtcaccgc agaggatcag 
120 

ggaaacataa cattcacgct 
180 

cagtgctgtg caggtctggg 
240 

cctgcccact gggcagctgc 


aaactcaaca agactgcagg 
tgcactttgc catctggcag 
tgtgaaccga gacgccatac 
cagatgaggg cctccaggac 
tcgccactcc cctcctggag 


gcacccaggg gcaccagccc 
atcaactcat ggcacaactg 
cccagcggtg ccgagagcaa 
acgaggactc actcgctcac 
ggcaggacgg acaccacaca 


300 

cacacacaag cagggaagct gtgcagcagt ggggagaaag ca 
342 

<210> 2380 
<211> 113 
<212> PRT 

<213> Homo sapiens 
<400> 2380 


Met 

Thr 

Trp 

Arg 

Leu 

Arg 

Lys 

Leu 

Asn 

Lys 

Thr 

Ala 

Gly 

1 




5 





10 




Ala 

Pro 

Ala 

Pro 

Val 

Thr 

Ala 

Glu 

Asp 

Gin 

Cys 

Thr 

Leu 




20 





25 





Arg 

Ser 

Thr 

His 

Gly 

Thr 

Thr 

Gly 

Lys 

His 

Asn 

He 

His 



35 





40 





45 

Pro 

Arg 

Arg 

His 

Thr 

Pro 

Ala 

Val 

Pro 

Arg 

Ala 

Thr 

Val 


50 





55 





60 


Ser 

Gly 

Gin 

Met 

Arg 

Ala 

Ser 

Arg 

Thr 

Arg 

Gly Leu 

Thr 

65 





70 





75 



Cys 

Pro 

Leu 

Gly 

Ser 

Cys 

Ser 

Pro 

Leu 

Pro 

Ser 

Trp 

Arg 





85 





90 




Thr 

Pro 

His 

Thr 

His 

Thr 

Ser 

Arg 

Glu 

Ala 

Val 

Gin 

Gin 




100 





105 






His Pro Gly 
15 

Pro Ser Gly 
30 

Ala Cys Glu 

Leu Cys Arg 

Arg Ser Pro 
80 

Ala Gly Arg 
95 

Trp Gly Glu 
110 


Ser 


<210> 2381 
<211> 434 
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<212> DNA 

<213 > Homo sapiens 
<400> 2381 

gtgcaccctg gccatatgga cgccagcgac gtcggcgtct tgcgtgacgt ggaaccgatc 
6 ° 

ggcccaagta gagagatgga ttttgaatgg tgacgatgta cccgccgcag caagtggatg 
120 

ccgtcctctt tgacatggac ggaaccctgc tcaacaccct gccggcctgg tgcgtggcat 
180 

ctgagcatct gtggggcact tctctggctg acgctgacag cgccaaggtt gacgggggca 
240 

ccgtcgacga cgtcgttgag ctgtatctgc gagaccaccc tcaggcagat ccccaggcca 
300 

ccatcgagcg tttcatggac atccttgacg ccaacctggc tggccacacc gagccgatgc 
360 

ccggagctga ccgcctcgtg aagaggctgt caggtcatgt acccatcgct gtggtgtcga 
420 

attccccgac gcgt 
434 

<210> 2382 
<211> 116 
<212> PRT 

<213> Homo sapiens 
<4 00> 2382 

Met Val Thr Met Tyr' Pro Pro Gin Gin Val Asp Ala Val Leu Phe 
15 10 15 

Met Asp Gly Thr Leu Leu Asn Thr Leu Pro Ala Trp Cys Val Ala 
20 25 30 

Glu His Leu Trp Gly Thr Ser Leu Ala Asp Ala Asp Ser Ala Lys 
35 40 45 

Asp Gly Gly Thr Val Asp Asp Val Val Glu Leu Tyr Leu Arg Asp 
50 55 60 

Pro Gin Ala Asp Pro Gin Ala Thr He Glu Arg Phe Met Asp lie 
65 70 75 

Asp Ala Asn Leu Ala Gly His Thr Glu Pro Met Pro Gly Ala Asp 
85 90 95 

Leu Val Lys Arg Leu Ser Gly His Val Pro lie Ala Val Val Ser 
100 105 HO 

Ser Pro Thr Arg 
115 

<210> 2383 
<2ll> 393 
<212 > DNA 

<213> Homo sapiens 
<4 00 > 2383 

acgcgtgcgt tcagatgagc gccggacgaa actcctcggt cgcttcggca ggcatggatt 
60 

catgtcggca cgggcctttg aacaggatcg ccgtcgcgtg gctatccgcc gcgggtgggg 
120 


Asp 

Ser 

Val 

His 

Leu 

80 

Arg 

Asn 
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cagaaaacgc ccactctccc ttccccaggc gccggccgtc gagtcgtcta cgcaacgcac 
180 

gtctacatag gtgacttttt cataccccca ctttcgtact cggatgggct cggcgtgctc 
240 

gatgtcggca cgaaaaatta aatgcactga atgcgggttg tcgcacagga tgcatctcgt 
300 

ctttcttgat gccacccacc ttgttacata ttctgccatg caaaacacct tgtgattttt 
360 

ggcggagtgc aacatggtat gtgtatgcca ctg 
393 

<210> 2384 

<211> 125 

<212> PRT 

<213 > Homo sapiens 

<4 00> 2384 

Met Leu His Ser Ala Lys Asn His Lys Val Phe Cys Met Ala Glu Tyr 
1 5 10 15 

Val Thr Arg Trp Val Ala Ser Arg Lys Thr Arg Cys He Leu Cys Asp 
20 25 30 

Asn Pro His Ser Val His Leu lie Phe Arg Ala Asp lie Glu His Ala 
35 40 45 

Glu Pro lie Arg Val Arg Lys Trp Gly Tyr Glu Lys Val Thr Tyr Val 
50 55 60 

Asp Val Arg Cys Val Asp Asp Ser Thr Ala Gly Ala Trp Gly Arg Glu 

65 70 75 80 

Ser Gly Arg Phe Leu Pro His Pro Arg Arg lie Ala Thr Arg Arg Arg 

85 90 95 

Ser Cys Ser Lys Ala Arg Ala Asp Met Asn Pro Cys Leu Pro Lys Arg 
100 105 HO 

Pro Arg Ser Phe Val Arg Arg Ser Ser Glu Arg Thr Arg 
115 120 125 

<2 10> 2385 

<2 11> 347 

<212 > DNA 

<213 > Homo sapiens 

<400> 2385 

acgcgttccc aaagtaggat ggctgggata gagggaaagg acatctttca ggcttgttat 
60 

gcactgtgct gtggactctt gttgtggggt cctaggtctg cccagcattt tggggttcac 
120 

cccgtgaccc tctacgggtt tccatgcccc cagcaccacg tccatcatca tttctggggt 
180 

cccctcacct cagagagcct gcttcctatg actgcgtggg ccagctggag aaggacgacc 
240 

caagacccct caagtttctg tgtcctgacc ccaagcatag gcctgagtgc tcctggggcc 
300 

caagggcctt tacgcactac tctctggggc ccactgtctg cactctt 
347 

<210> 2386 
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<211> 109 
<212> PRT 

<213> Homo sapiens 
<4 00 > 2386 


Met 

Ala 

Gly 

He 

Glu Gly Lys 

Asp 

1 




5 



Cys 

Cys 

Gly 

Leu 

Leu 

Leu Trp 

Gly 




20 




Val 

His 

Pro 

Val 

Thr 

Leu Tyr 

Gly 



35 




40 

His 

His 

His 

Phe 

Trp 

Gly Pro 

Leu 


50 




55 


Thr 

Ala 

Trp 

Ala 

Ser 

Trp Arg 

Arg 

65 





70 


Cys 

Val 

Leu 

Thr 

Pro 

Ser lie 

Gly 





85 



Pro 

Leu 

Arg 

Thr 

Thr 

Leu Trp 

Gly 




100 





lie 

Phe 

Gin 

Ala 

Cys 

Tyr 

Ala 

Leu 


10 





15 


Pro 

Arg 

Ser 

Ala 

Gin 

His 

Phe 

Gly 

25 





30 



Phe 

Pro 

Cys 

Pro 

Gin 

His 

His 

Val 





45 




Thr 

Ser 

Glu 

Ser 

Leu 

Leu 

Pro 

Met 




60 





Thr 

Thr 

Gin 

Asp 

Pro 

Ser 

Ser 

Phe 



75 





80 

Leu 

Ser 

Ala 

Pro 

Gly 

Ala 

Gin 

Gly 


90 





95 


Pro 

Leu 

Ser 

Ala 

Leu 




105 









<210> 2387 
<211> 715 
<212> DNA 

<213> Homo sapiens 
<400> 2387 

ncggccgcac ttcaccttac ggaggggaga taatgagatc aattagaggc gccgtcaccg 
60 

cgccggagac agctgccgcc gcatagtaat cacccgcggg ctgggtgcgc gggggctccc 
120 

cgctacctgc gcgcctgctg ctcccaccac gcggcaccga cccgggcgcg cccccggccc 
180 

ctgtccgcag cccacagcca caccgcgcac cctacaccct ccttgcgcct ctgctgggga 
240 

gctcaccccc tccactcgca cagtgcgctg cggcccgggg tgtgggaggt cccgggactt 
300 

gggttgtgag tgcctgtgtg ggggtagggg caggtgtccg cttgtgcgca tatgggcatg 
360 

agtgtacatg gcgtgtgcct ggagatgggc gagtgcaggc tggaatgtgc cggcgtggca 
420 

cgtgtgtggg cccaaataga tgcgtgtgtg atcacatgtt gtgttcgtgt ttgcacctcg 
480 . 

tgtgcctgtg tgtccgtatt tgagtgctta caggaatgtg ggtggtgagt acccgtatgt 
540 

gggtgcatct gcacttgtgc gtgtgtgtgt gtaggcgcgt gtgtgtgcgt gtgtgtgtta 
600 

ngggatacgt gtagatgtgc attagtgtga ctgtgtgtgc tcatgtgcct gtgcacgtgt 
660 

gtttgaggtt tgtgtgcatg ggtagcgtct gtgagagcca tgtgtatatc tgcag 
'715 

<210> 2388 
<211> 58 
<212> PRT 
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<213> Homo sapiens 


<400> 2388 

Met Gly Met Ser Val His Gly Val 
1 5 

Leu Glu Cys Ala Gly Val Ala Arg 
20 

Val He Thr Cys Cys Val Arg Val 
35 40 

Val Phe Glu Cys Leu Gin Glu Cys 
50 55 

<210> 2389 

<211> 336 

<212> DNA 

<213 > Homo sapiens 


Cys Leu Glu Met Gly Glu Cys Arg 
10 15 

Val Trp Ala Gin lie Asp Ala Cys 
25 30 

Cys Thr Ser Cys Ala Cys Val Ser 
45 

Gly Trp 


<400> 2389 

ntcaccctgc cgccggaagg ttgctcgtac cgcatggcca tcgtcaccat gaagaagtcg 
60 

tatccgggcc acgccaagcg cgtcatgttg ggtgtctggt cgtttttgcg acagttcatg 
120 

tataccaagt tcgttatcgt caccgacgac gatatcaacg cccgcgactg gaacgacgtg 
180 

atctgggcca tcaccacgcg catggacccc aagcgcgaca cggtgatgat cgataacacg 
240 

ccgatcgact acctcgactt cgcctcgccg gtgtccggcc tgggttcgaa gatggggctc 
300 

gatcccacgc acaaatggcc cggccacacc acccgn 
336 

<210> 2390 

< 211 > 112 

<212> PRT 

<213 > Homo sapiens 

<400> 2390 

Xaa Thr Leu Pro Pro Glu Gly Cys Ser Tyr Arg Met Ala lie Val Thr 
1 5 10 

Met Lys Lys Ser Tyr Pro Gly His Ala Lys Arg Val Met Leu Gly Val 
20 25 30 

Trp Ser Phe Leu Arg Gin Phe Met Tyr Thr Lys Phe Val lie Val Thr 
35 40 45 

Asp Asp Asp lie Asn Ala Arg Asp Trp Asn Asp Val lie Trp Ala lie 
50 55 50 

Thr Thr Arg Met Asp Pro Lys Arg Asp Thr Val Met lie Asp Asn Thr 

65 70 75 80 

Pro lie Asp Tyr Leu Asp Phe Ala Ser Pro Val Ser Gly Leu Gly Ser 

85 90 95 

Lys Met Gly Leu Asp Pro Thr His Lys Trp Pro Gly His Thr Thr Arg 
100 105 HO 

<210> 2391 
<211> 388 
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<212> DNA 

<213 > Homo sapiens 

<400> 2391 

gtcgactaac ctgcgtacag ccgccaccct acgtttagtc gcgaagcgtg tcggctccat 
60 

gttcattccg gagctacacc atgaataaag tactacctga tccacccatc gatcccgcaa 
120 

aagaccgcgt cgctttcaac cgcgccatcg accattacct gcctacccag ggcttccact 
180 

gcgtcaacga agacctgagt ttcgaagacg ccctgctcta caccgccagc ctgctcgaca 
240 

gtgcctctgc cacggcgctg gattgcggtg agctgctgca aagccctgaa cgggcgaaga 
300 

tcctggccgt gtggcatttg ctggaaattg caaaaaccac cgtagatcgc ttccccatcg 
360 

agtgcctgac cgcaccaaag ccctgcct 
388 

<210> 2392 
< 211 > 102 
<212 > PRT 

<213 > Homo sapiens 
<400> 2392 


Met 

Asn 

Lys 

Val 

Leu 

Pro Asp 

Pro 

Pro 

lie 

Asp 

Pro 

Ala 

Lys 

Asp 

Arg 

1 




5 





10 





15 


Val 

Ala 

Phe 

Asn 

Arg 

Ala 

lie 

Asp 

His 

Tyr 

Leu 

Pro 

Thr 

Gin 

Gly 

Phe 




20 





25 





30 



His 

Cys 

Val 

Asn 

Glu 

Asp 

Leu 

Ser 

Phe 

Glu Asp 

Ala 

Leu 

Leu 

Tyr 

Thr 



35 





40 





45 




Ala 

Ser 

Leu 

Leu 

Asp 

Ser 

Ala 

Ser 

Ala 

Thr 

Ala 

Leu 

Asp 

Cys 

Gly 

Glu 


50 





55 





60 





Leu 

Leu 

Gin 

Ser 

Pro 

Glu Arg 

Ala 

Lys 

lie 

Leu 

Ala 

Val 

Trp 

His 

Leu 

65 





70 





75 





80 

Leu 

Glu 

He 

Ala 

Lys 

Thr 

Thr 

Val 

Asp 

Arg 

Phe 

Pro 

lie 

Glu 

Cys 

Leu 





85 





90 





95 


Thr 

Ala 

Pro 

Lys 

Pro 

Cys 














100 














<210> 2393 
<2ll> 411 
<212> DNA 

<213> Homo sapiens 
<400> 2393 

aacctgtcta ccgaggacca ggccgagcag gtagagattg tgaagcgctc tgagtccggc 
60 

atggtcaccg accccatcac tgcgcgcccg gatatgacca tcggggaagt agacgcgctg 
120 

tgcgcccgct tccgcatctc cggcctgccg gtggtagacg aggacggcac cctgatgggc 
180 

atttgcacca cccgcgatat gcgcttcgag cctgactttg accgcaaggt cagcgaggtc 
240 
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atgacggcta tgccgcttgt tgttgcgcgc gagggtgtat ctaagaagga agccctcgaa 
300 

ctgctctcgg ccaataaggt ggaaaagctg cccatcgtcg atgcggataa taagctcacc 
360 

ggcctgatta ccgtcaagga ctttgtcaag accgagcagt accccaacgc g 
411 

<210> 2394 
<211> 137 
<212 > PRT 

<213> Homo sapiens 
<400> 2394 

Asn Leu Ser Thr Glu Asp Gin Ala Glu Gin Val Glu lie Val Lys Arg 
1 5 10 15 

Ser Glu Ser Gly Met Val Thr Asp Pro He Thr Ala Arg Pro Asp Met 
20 25 30 

Thr lie Gly Glu Val Asp Ala Leu Cys Ala Arg Phe Arg lie Ser Gly 
35 40 45 

Leu Pro Val Val Asp Glu Asp Gly Thr Leu Met Gly lie Cys Thr Thr 
50 55 60 

Arg Asp Met Arg Phe Glu Pro Asp Phe Asp Arg Lys Val Ser Glu Val 

65 70 75 BO 

Met Thr Ala Met Pro Leu Val Val Ala Arg Glu Gly Val Ser Lys Lys 

85 90 95 

Glu Ala Leu Glu Leu Leu Ser Ala Asn Lys Val Glu Lys Leu Pro He 
100 105 HO 

Val Asp Ala Asp Asn Lys Leu Thr Gly Leu lie Thr val Lys Asp Phe 
115 120 125 

Val Lys Thr Glu Gin Tyr Pro Asn Ala 
130 135 

<210> 2395 

<211> 362 

<212> DNA 

<213> Homo sapiens 

' <400> 2395 

aagctttcag aggagtttgc taaagtgtta aggatttgca tattttcaac tttagtcata 
60 

tctaagtg cc ccaataaaac agcgcggcgc attgggggct ggctttcatc aacaactaac 
120 

ttagcaatat taatctgacc ttttcctggt gattgggcat ttagtaataa tgcggggcca 
180 

atatcatcat actttccaaa tatttttgat tttttagaca tcaactgaag ttgtgaccat 
240 

ttactgtctt tgtcttgatg gcaatctaaa caaacatctc ttgtattaag ttgttcactt 
300 

acccaaggat taggcactct aaaggcatga tcgcgtcgat catcgactcc catgtaacgc 

360 

gt 

362 

<210> 2396 
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<211> 117 
<212> PRT 
<213 > Homo sapiens 

<400> 2396 

Met Gly Val Asp Asp Arg 
1 5 

Trp Val Ser Glu Gin Leu 
20 

Gin Asp Lys Asp Ser Lys 
35 

Ser Lys He Phe Gly Lys 
50 

Asn Ala Gin Ser Pro Gly 
65 70 

Val Asp Glu Ser Gin Pro 
85 

Leu Asp Met Thr Lys Val 
100 

Asn Ser Ser Glu Ser 
115 

<210> 2397 
<211> 449 
<212> DNA 
<213> Homo sapiens 

<400> 2397 

nacagcacac tccgcctcct 
60 

tagtgtacta ctggtccttc 
120 

aagggtacat caacaacact 
180 

agggaaaccc gtactctgac 
240 

acccacctgg acacccccag 
300 

ccaagctggc ttttatcatt 
360 

catatgcaat tcccgatgta 
420 

taacccaaaa gcttcttcat 
449 


Arg Asp His Ala Phe 
10 

Asn Thr Arg Asp Val 
25 

Trp Ser Gin Leu Gin 
40 

Tyr Asp Asp lie Gly 
55 

Lys Gly Gin lie Asn 
75 

Pro Met Arg Arg Ala 
90 

Glu Asn Met Gin lie 
105 


ccgacgatca tagctttcac 
tccgtccctc cctacgggga 
ctctccatct tcaaagtcgc 
ctgggtaacc ataccacatg 
gagtataaac acaacatcta 
gtcatggagc acgtcatcta 
tcaaagcgca caaagagcaa 
gagaatcac 


Arg Val Pro Asn Pro 
15 

Cys Leu Asp Cys His 
30 

Leu Met Ser Lys Lys 
45 

Pro Ala Leu Leu Leu 
60 

lie Ala Lys Leu Val 
80 

Val Leu Leu Gly His 
95 

Leu Asn Thr Leu Ala 
110 


gtcggacatg atcccccgcc 
ccacacttcc tacaccatgg 
agacttcaaa aacaaaagca 
caggtatcgt gatttccgat 
ctattggcat gtgattgcag 
ctctgtgaaa tttttcattt 
gatccagaga gaaaaatacc 


<210> 2398 
<2ll> 76 
<212> PRT 

<213> Homo sapiens 
<400> 2398 

Cys Thr Thr Gly Pro Ser Pro Ser Leu Pro Thr Gly Thr Thr Leu Pro . 

1 5 10 .... IS 

Thr Pro Trp Lys Gly Thr Ser Thr Thr Leu Ser Pro Ser Ser Lys Ser 
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20 

Gin Thr Ser Lys Thr Lys 
35 

Thr lie Pro His Ala Gly 
50 

Pro Arg Ser lie Asn Thr 
65 70 

<210> 2399 
<211> 344 
<212> DNA 

<213> Homo sapiens 


25 

Ala Arg Glu Thr Arg Thr 
40 

He Val lie Ser Asp Thr 
55 60 
Thr Ser Thr lie Gly Met 
75 


30 

Leu Thr Trp Val 
45 

His Leu Asp Thr 


<400> 2399 


acgcgtcatg cttcacgaaa cgggtcacgc 
60 

cttgtatttc gagcgggttg cgccagtcga 
120 

gtttctgacg atcgagcgcc tggccatgtc 
180 

agtcaaaccc tttgctggtc cggccaggct 
240 

aaacggttcc agcactgggt ttataaacag 
300 

accgtatggc ttgagatgcg acacacgctc 
344 

<210> 2400 
< 211 > 112 
<212> PRT 

<213 > Homo sapiens 
<400> 2400 


Met 

1 

Leu 

His 

Glu 

Thr Gly 
5 

His 

Ala 

His 

Asn 

Leu 

Tyr 

20 

Phe Glu 

Arg 

Val 

Val 

Ala 

Tyr 

35 

Cys 

Leu Gin 

Phe 

Leu 

40 

Gly Glu 
50 

Leu 

Ser 

Gly Lys 

Glu 

55 

Gin 

Pro 

65 

Ala 

Arg 

Leu 

Gly Gly 
70 

Val 

Arg 

Ser 

Ser 

Thr 

Gly 

Phe lie 
85 

Asn 

Ser 

Ser 

lie 

Pro 

Tyr 

100 

Gly Leu 

Arg 

Cys 


<210> 2401 
<211> 479 
<212> DNA 

<213 > Homo sapiens 
<400> 2401 


gcttcattac caagcagctg gcaaacacaa 
gatcatggag ttcgtggcct actgcttgca 
aggggaactt tcgggtaaag aacaggaact 
tggaggggtt cgaaaaccta caacgccaca 
cctaaaatcc cgacaagtaa agaactcgat 
ggggtggatc ggtc 


Leu 

His 

10 

Tyr 

Gin 

Ala 

Ala 

Gly 

15 

Lys 

Ala 

25 

Pro 

Val 

Glu 

lie 

Met 

30 

Glu 

Phe 

Thr 

lie 

Glu 

Arg 

Leu 

45 

Ala 

Met 

Ser 

Glu 

Leu 

Val 

Lys 

60 

Pro 

Phe 

Ala 

Gly 

Lys 

Pro 

Thr 

75 

Thr 

Pro 

Gin 

Asn 

Gly 

80 

Leu 

Lys 

90 

Ser 

Arg 

Gin 

Val 

Lys 

95 

Asn 

Asp 

105 

Thr 

Arg 

Ser 

Gly 

Trp 

110 

lie 

Gly 
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nntaccgagg taaaactcga tagcctcggt gtcaccgacc agatgcgctc tgggcgctgc 
60 

tggatgtttg ccgcgctcaa cgtattccgc caccgcgcgg ccaaggagct caacatcgat 
120 

gactttgagt tttcctttac ctacctgcag tacttcgaca aactagagcg cgccaacttc 
180 

gcgctcaacc aactgctgga tctcaccgaa gacggcaccg actgggatga ccgcgacgtg 
240 

gctacttccc tcgagctcac aggcgacgac ggcggctggt ggtcattttt caccaacctc 
300 

gtggacaagt acggcgcagt cccggccgag gtcatgcctg aggtgcactc gtccggccac 
360 

accgaccaga tgaatcgcga tatcgccacc atcatccgcc gcgccgcgca ccgtgcggtg 
420 

gaaggcgagg gggatcgcgg gggcatcgtc aagcaagccc gccccgatat ccaacgcgt 
479 

<210> 2402 
<211> 159 
<212 > PRT 

<213 > Homo sapiens 
<400> 2402 

Xaa Thr Glu Val Lys Leu Asp Ser Leu Gly Val Thr Asp Gin Met Arg 
15 10 15 

Ser Gly Arg Cys Trp Met Phe Ala Ala Leu Asn Val Phe Arg His Arg 
20 25 30 

Ala Ala Lys Glu Leu Asn lie Asp Asp Phe Glu Phe Ser Phe Thr Tyr 
35 40 45 

Leu Gin Tyr Phe Asp Lys Leu Glu Arg Ala Asn Phe Ala Leu Asn Gin 
50 55 50 

Leu Leu Asp Leu Thr Glu Asp Gly Thr Asp Trp Asp Asp Arg Asp Val 

65 , 70 75 80 - 

Ala Thr Ser Leu Glu Leu Thr Gly Asp Asp Gly Gly Trp Trp Ser Phe 

85 50 95 

Phe Thr Asn Leu Val Asp Lys Tyr Gly Ala Val Pro Ala Glu Val Met 
100 105 110 

Pro Glu Val His Ser Ser Gly His Thr Asp Gin Met Asn Arg Asp lie 
115 120 125 

Ala Thr lie lie Arg Arg Ala Ala His Arg Ala Val Glu Gly Glu Gly 
130 135 140 

Asp Arg Gly Gly He Val Lys Gin Ala Arg Pro Asp lie Gin Arg 

145 150 155 

<210> 2403 
<211> 387 
<212> DNA 

<213> Homo sapiens 
<400> 2403 

ntcatgaacg gcgataaccc gctggactcg tctgcggttc acccggaagc ctacccgctg 
60 

gtgcagcgta ttgccgccga gaccggccgt gatatccgtt cgctgatcgg tgacgccgcg 
120 
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ttcctcaagc gcctggaccc gaagaagtac accgacgaaa ccttcggtgt gccgaccatc 
180 

accgacatcc tgcaagagct ggaaaaacct ggccgcgacc cgcgtcccga gttcaagacc 
240 

gccgagttcc aggacggtgt tgaagacctc aaggacctgc agccgggcat gatcctcgaa 
300 

ggcgtggtca ccaacgtgac caactttggc gcctttgtgg atatcggcgt gcatcaggac 
360 

ggtttggtgc acatctctgc actttcg 
387 

<210> 2404 
<211> 129 
<212> PRT 

<213> Homo sapiens 

✓ 

<400> 2404 

Xaa Met Asn Gly Asp Asn Pro Leu Asp Ser Ser Ala Val His Pro Glu 
1. 5 10 15 

Ala Tyr Pro Leu Val Gin Arg He Ala Ala Glu Thr Gly Arg Asp lie 
20 25 30 

Arg Ser Leu lie Gly Asp Ala Ala Phe Leu Lys Arg Leu Asp Pro Lys 
35 40 45 

Lys Tyr Thr Asp Glu Thr Phe Gly Val Pro Thr lie Thr Asp lie Leu 
50 55 60 

Gin Glu Leu Glu Lys Pro Gly Arg Asp Pro Arg Pro Glu Phe Lys Thr 

65 70 75 80 

Ala Glu Phe Gin Asp Gly Val Glu Asp Leu Lys Asp Leu Gin Pro Gly 

85 90 95 

Met lie Leu Glu Gly Val Val Thr Asn Val Thr Asn Phe Gly Ala Phe 
100 105 HO 

Val Asp lie Gly Val His Gin Asp Gly Leu Val His lie Ser Ala Leu 
115 120 125 

Ser 

<210> 2405 
<211> 859 
<212> DNA 

<213> Homo sapiens 
<4 00> 2405 

ttgcaagtaa catcaaaagt catctacaga agcaaaagac aaaaaggccc ctccacctgc 
60 

aaattaaatg gaataatttg ctttatgaga agctcaccat tggggtcatt cttatttttt 
120 

ctcactccac atttcactac aaaccaagga aagctccctc atggaccgac atctggtgag 
180 

ccttcatctc tcccctggca atgcctggcc acctgacacc tggcctccct cctctttcca 
240 

gcaatcctgg taccaacgaa tggctcacca ccacccaccc caatgcccag accgcagacc 
300 

tgcattcctc ccatctcaca gccccaaatc caaaccgtta ttcattctac ctcccatcct 
360 
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actcctcacg aatttcttcc accgtagact ctggttaatt ggactgactg aagcccaggg 
420 

gtcagtttct gtcctaagag cgctccaggt ggctgcaccc tgtgcccaga gccaggcccc 
480 

ctgctatagg ctcgctgcac tccccctgca ggtgctgggg acaccgcaac cctcctcctg 
540 

gggacaccta cttgcctttg caggccctcg ggggtcactt ctcccaggaa gccgcctctg 
600 

ggtgaggtaa tatccctcta tcacagcatt ggccacacca cattgcaaac gctgctgggg 
660 

tccactgtct tcaccaatta caccatgagc tccacagact ccaggaccat ggcttctacc 
720 

tctcagttcc cagtgctagc tatggggccc agcacacagg gaacagcagt tcaattaccc 
780 

agttcactga agggcagacc tgggatcata cagggagcaa ggaagcttga gccccttcag 
840 

gagaagggga agaacgcgt 
859 

<210> 2406 
<211> 149 
<212> PRT 

<213 > Homo sapiens 
<400> 2406 


Met 

Asp 

Arg 

His 

Leu 

Val 

Ser 

Leu 

His 

Leu 

Ser 

Pro 

Gly 

Asn 

Ala 

Trp 

1 



5 





10 





15 


Pro 

Pro 

Asp 

Thr 

Trp 

Pro 

Pro 

Ser 

Ser 

Phe 

Gin 

Gin 

Ser 

Trp 

Tyr 

Gin 




20 





25 





30 



Arg 

Met 

Ala 

His 

His 

His 

Pro 

Pro 

Gin 

Cys 

Pro 

Asp 

Arg 

Arg 

Pro 

Ala 


35 





40 





45 




Phe 

Leu 

Pro 

Ser 

His 

Ser 

Pro 

Lys 

Ser 

Lys 

Pro 

Leu 

Phe 

lie 

Leu 

Pro 


50 





55 





60 





Pro 

He 

Leu 

Leu 

Leu 

Thr 

Asn 

Phe 

Phe 

His 

Arg Arg 

Leu 

Trp 

Leu 

lie 

65 





70 





75 





80 

Glv Leu 

Thr 

Glu 

Ala 

Gin Gly 

Ser 

Val 

Ser 

Val 

Leu 

Arg 

Ala 

Leu 

Gin 





85 





90 





95 


Val 

Ala 

Ala 

Pro 

Cys 

Ala 

Gin 

Ser 

Gin 

Ala 

Pro 

Cys 

Tyr 

Arg 

Leu 

Ala 




100 





105 





110 



Ala 

Leu 

Pro 

Leu 

Gin 

Val 

Leu 

Gly Thr 

Pro 

Gin 

Pro 

Ser 

Ser 

Trp Gly 



115 





120 





125 




His 

Leu 

Leu 

Ala 

Phe 

Ala Gly 

Pro 

Arg 

Gly 

Ser 

Leu 

Leu 

Pro 

Gly Ser 


130 135 140 

Arg Leu Trp Val Arg 
145 


<210> 2407 
<211> 303 
<212> DNA 

<213> Homo sapiens 
<4 00> 2407 

nacgcgtggt ttatcttcag catggtgatc gcgattggtt tagccgttat ggctgcggtc 
60 
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gtattcatcg agcaaggcca gcgacgtatc ccggtgcagt acgccaagcg gatggtgggg 
120 

cgccgaatgt ttggtggctc gacgacgtac attccgctca aggtaaacca atctggcgtt 
180 

atcccggtca tctttgcctc gtcgatcctg taccttccgg tgctctacgc aactttccgg 
240 

ccgcagacgt ccgcggcaaa gtggatcggt cactacttca cgcgcggtga ccatccggtg 

300 

tac 

303 

<210> 2408 
< 211 > 101 
<212> PRT 

<213> Homo sapiens 
<400> 2408 

Xaa Ala Trp Phe lie Phe Ser Met Val lie Ala lie Gly Leu Ala Val 
1 5 10 15 

Met Ala Ala Val Val Phe He Glu Gin Gly Gin Arg Arg lie Pro Val 
20 25 30 

Gin Tyr Ala Lys Arg Met Val Gly Arg Arg Met Phe Gly Gly Ser Thr 
35 40 45 

Thr Tyr lie Pro Leu Lys Val Asn Gin Ser Gly Val lie Pro Val lie 
50 55 60 

Phe Ala Ser Ser lie Leu Tyr Leu Pro Val Leu Tyr Ala Thr Phe Arg 

65 70 75 80 

Pro Gin Thr Ser Ala Ala Lys Trp lie Gly His Tyr Phe Thr Arg Gly 

85 90 95 

Asp His Pro Val Tyr 
100 

<210> 2409 
<211> 322 
<212> DNA 

<213> Homo sapiens 
<400> 2409 

ccatggtttc aagcccccat tgtgtcagcc cagagagcaa ctggagaccc tctgacacca 
60 

cctcccggcc caacaggagg ggaagccgaa attcagattg tggaaactgc ctacaatttt 
120 

cttccggcca aatgaccctc cctaggctac caagaccctg gcctaagggg agccgaggtc 
180 

tcggcccgac tgcagacgcc cgcaccctga ctccagatgc ctccgaggca tccaggtggg 
240 

ccctgagggg cctgctgtgg ctttgttctt gttggctggg ctgggggtct gacctggtga 
300 

gggacatgag tgtcagtgtg gg 
322 

<2l0> 2410 
<211> 106 
<212> PRT 
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<213 > Homo sapiens 
<400> 2410 


Met 

Val 

Ser 

Ser 

Pro 

His 

Cys 

Val 

Ser 

Pro 

Glu 

Ser 

l 




5 





10 



Ser 

Asp 

Thr 

Thr 

Ser 

Arg 

Pro 

Asn 

Arg 

Arg Gly 

Ser 




20 





25 




Cys Gly 

Asn 

Cys 

Leu 

Gin 

Phe 

Ser 

Ser 

Gly Gin 

Met 



35 





40 





Leu 

Pro 

Arg 

Pro 

Trp 

Pro 

Lys 

Gly 

Ser 

Arg Gly 

Leu 


50 





55 





60 

Asp 

Ala 

Arg 

Thr 

Leu 

Thr 

Pro 

Asp 

Ala 

Ser 

Glu 

Ala 

65 





70 





75 


Leu Arg 

Gly 

Leu 

Leu 

Trp 

Leu 

Cys 

Ser 

Cys 

Trp 

Leu 





85 





90 



Asp 

Leu 

Val 

Arg 

Asp 

Met 

Ser 

Val 

Ser 

Val 






100 





105 





Asn Trp Arg Pro 
15 

Arg Asn Ser Asp 
30 

Thr Leu Pro Arg 
45 

Gly Pro Thr Ala 

Ser Arg Trp Ala 
80 

Gly Trp Gly Ser 
95 


<210 > 2411 
<211> 371 
<212> DNA 

<213> Homo sapiens 
<400> 2411 

ccatgggctg ggtgctggag acacgagatc aggcaggccc tgcccctggg gctcattcta 
60 

gggtctgcgg cagacaggga gacagaggga gctgtgagag ccctgaggct gagtggcttt 
120 

ctggggaagc accatcccta gggacctccg cgttcggtca gtggccgctg ctgtcggtgt 
180 

gcagagcaga ggctggggcg agagtggtca gcaggcctgc tggtggcagc ttgtgcagga 
240 

agggaggatg gaggttggct tgtggctggc aagagggtgg catgcacgtc gctgaaaggc 
300 

aggcctgggc ccgaggcctg ggtgtgggga cgcctgagga gactgtacag tgtggagtcg 
360 

ggggggCtgC g 
371 

<210> 2412 
<211> 123 
<212> PRT 

<213 > Homo sapiens 


<400> 2412 


Met 

Gly Trp 

Val 

Leu 

Glu 

Thr 

Arg 

Asp Gin 

Ala Gly 

Pro 

Ala 

Pro Gly 

1 




5 




10 





15 


Ala 

His 

Ser 

Arg 

Val 

Cys 

Gly 

Arg 

Gin Gly 

Asp Arg 

Gly 

Ser 

Cys 

Glu 




20 





25 




30 



Ser 

Pro 

Glu 

Ala 

Glu 

Trp 

Leu 

Ser 

Gly Glu 

Ala 

Pro 

Ser 

Leu 

Gly Thr 



35 





40 




45 




Ser 

Ala 

Phe 

Gly 

Gin 

Trp 

Pro 

Leu 

Leu Ser 

Val 

Cys 

Arg 

Ala 

Glu 

Ala 


50 





55 




60 





Gly Ala 

Arg 

Val 

Val 

Ser 

Arg 

Pro 

Ala Gly 

Gly 

Ser 

Leu 

Cys 

Arg 

Lys 
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65 70 75 80 

Gly Gly Trp Arg Leu Ala Cys Gly Trp Gin Glu Gly Gly Met His Val 
85 90 95 

Ala Glu Arg Gin Ala Trp Ala Arg Gly Leu Gly. Val Gly Thr Pro Glu 
100 105 110 

Glu Thr Val Gin Cys Gly Val Gly Gly Ala Ala 
115 120 

<210> 2413 
<211> 784 
<212 > DNA 

<213 > Homo sapiens 
<400> 2413 

cccgggagag ttgggcgggg caggggtgtt catggcatac tcgggattgt gtcatttggt 
60 

gtggctggat ttagggtgca tataaaggca gtgaggctgg agaagtattc taggtctgct 
120 

taggctcact gaggaattgg ggttcttcct gaagagcatg gagcccttgg aggacctcca 
180 

cagcaggcag agagacggca gcctcctggg atctgattgc ccagccccac ttacacaggt 
240 

ggctgaggtg agctcttccc atggagtgca tccttcctga tcagcctgag gagagcaggg 
300 

ccccaccatc ctgcacctgg tgcagaaaaa ccctgtgaag ctgcactaca gaaagacacc 
360 

accaggtggc aggcctggag attgcatgga ggccccgccc cccccaacca attctttgat 
420 

aatagcacag tgttgaagag agggggccat aaaagactga atccctgttc atgccaggct 
480 

ggctctgccc aacatatatg agactgcaag ttctgccact gtgggctgtg tacccacaag 
540 

ccacaggtcc ctctgaacct gtgaatcagg tcttgggagc tattcgagca ggctggattt 
600 

tctcctctgc ctcgggggac ctgagagtaa gttacagact tcatgaccct tcaccccaaa 
660 

acacttgagt atgtatcacc taagaacaag ggcattctcc tgtagaacca caatgcaatt 
720 

tgcaagttca ggaaatttaa ctgatacaat actattatct aattacggag agaagacaac 

780 

gcgt 

784 

<210> 2414 
<211> 137 
<212> PRT 

<213 > Homo sapiens 
<400> 2414 

Met Lys Ser Val Thr Tyr Ser Gin Val Pro Arg Gly Arg Gly Glu Asn 
15 10 15 

Pro Ala Cys Ser Asn Ser Ser Gin Asp Leu lie His Arg Phe Arg Gly 
20 25 50 

Thr Cys Gly Leu Trp Val His Ser Pro Gin Trp Gin Asn Leu Gin Ser 
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His lie 
50 

Leu Trp 
65 

Gly Gly 

Ser Phe 

Trp Trp 

Gly Lys 
130 

<210 > 2415 

<211> 2164 

<212 > DNA 

<213 > Homo sapiens 

<400> 2415 

ctcgtgccag cgtcctcgcg ggtctgaatg gaagggtcga ggtcgtcgtc ggcggcgagc 
60 

agatcctgaa gccagaactc caccccggcg cccgcgccat gcggcgggag aggtgcggcg 
120 

ccccccaccc gcgtcgccgc catggaggtg ctgcggcgct cttcggtctt cgctgcggag 
180 

atcatggacg cctttgatcg ctggcccaca gacaaggagc tggtggccca ggctaaagca 
240 

ctaggccggg agtacgtgca cgcgcggctt ttgcgcgccg gcctctcctg gagcgctcca 
300 

gagcgtgcct cgcctgcccc tggaggacgc ctggctgagg tgtgcgcggt gctgctgcgc 
360 

ctgggcgatg agctggagat gatccggccc agcgtctacc gcaacgtggc gcgtcagctg 
420 

cacatctccc tgcagtctga gcctgtggtg accgatgcgt tcctggccgt ggctggccac 
480 

atcttctctg caggcatcac gtggggcaag gtggtgtccc tgtatgcggt ggccgcgggg 
540 

ctggccgtgg actgtgtgag gcaggcccag cctgccatgg tccacgccct cgtggactgc 
600 

ctgggggagt tcgtgcgcaa gaccctggca acctggctgc ggagacgcgg cggatggact 
660 

gatgtcctca agtgtgtggt cagcacagac cctggcctcc gctcccactg gctggtggct 
720 

gcactctgca gcttcggccg cttcctgaag gctgccttct tcgtgctgct gccagagaga 
780 

tgagctgccc acctggcagt ggccgcagcc tggccctctg ggcccaacgc aggaggccct 
840 

cagcacccga acacatcttc ctcctcccca cccgagcctg gagcactcta acctcggaga 
900 

ccccctaagc cccgttcctc cgcagaccca ggccctccgg aagggtgagt ggggaggggc 
960 

tttcctgagc ctggagctgg gctttggggc agcctgcgac cctccccgct tgtgtccctt 
1020 


35 40 45 

Cys Trp Ala Glu Pro Ala Trp His Glu Gin Gly Phe Ser Leu 
55 60 

Pro Pro Leu Phe Asn Thr Val Leu Leu Ser Lys Asn Trp Leu 
70 75 80 

Ala Gly Pro Pro Cys Asn Leu Gin Ala Cys His Leu Val Val 
85 90 95 

Cys Ser Ala Ala Ser Gin Gly Phe Ser Ala Pro Gly Ala Gly 
100 105 110 

Gly Pro Ala Leu Leu Arg Leu lie Arg Lys Asp Ala Leu His 
115 120 125 

Ser Ser Pro Gin Pro Pro Val 
135 
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ctcctgtgat ctctgtgttt tcccttttct ttctggggcc aggaagtcag ggtcaactcc 
1080 

caggcctcag gtgaaggggc ccagaacacc tgctctcacc tgagccccag gtgaaggggc 
1140 

ccgggaacac ctgctctcac ctgagcccca ggtgaagggg cccgggaaca cctgctctca 
1200 

cctgagcccc tggtgaaggg gcccggaaca cctgctctca cctgagcccc aggtgaaggg 
1260 

gcccggaaca cctgctctca cctgagcccc aggtgaaggg gcccggaaca cttgctctca 
1320 

cctgagcccc aggtgaaggg gcccgggaac acctctcacc tgaacccggg ggtcccatcc 
1380 

caggaagaag ggccatctca ggacatgagt cctcaggggc cctgcacatt caatctgaag 
1440 

gtgaccctgg cctggctgaa gctggaagag ctgtggggac tcagcctgta aacagagcgt 
1500 

aaggttcaca tgctggttgc ttaatccgtt tctggaggaa gagtatgaca cccacttgtg 
1560 

atggggtcct tgtgcggtgg ggaccggggc cggcgggctc caggccagca cacctaaccc 
1620 

atggatgtgg aacctacggc cgagaaggaa tgttgcatga gtcggatccc agtccattgt 
1680 

cagtggaggg tgagggtgac cccatctgct atttttgtgc tcatcctcat acaaccattt 
1740 

ggggatgtgc ctattagggc tccgtaagaa ctcagatgcc tgggaagccc agcccctcag 
1800 

gtgcccccac acacagcctt cccttgacgc ctacatttct aggcacatgt gaggcatctt 
1860 

tcctggagcc ccgagccagc cctgtccctc cccagtgcag catggcactc aggagataca 
1920 

ggctggacat ggggcagtcg ttctggggag gcctggccta gcagccaccc acctgagccc 
1980 

tcccggccag gcttcgtgct ggggtgggcc atgtgccagg acaggagggt cccggcggaa 
2040 

agccagcccc ggactcatcg tgacattgag atcccactgg agggtagggg tggtaataaa 
2100 

cttctccaaa cgataaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 
2160 
aaaa 
2164 

<210> 2416 
<211> 213 
<212> PRT 

<213> Homo sapiens 
<4 00> 2416 

Met Glu Val Leu Arg Arg Ser Ser Val Phe Ala Ala Glu lie Met Asp 
15 10 15 

Ala Phe Asp Arg Trp Pro Thr Asp Lys Glu Leu Val Ala Gin Ala Lys 
20 25 30 

Ala Leu Gly. Arg Glu Tyr Val His Ala Arg Leu Leu Arg Ala Gly Leu 
35 40 45 

Ser Trp Ser Ala Pro Glu Arg Ala Ser Pro Ala Pro Gly Gly Arg Leu 
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50 55 


Ala 

Glu 

Val 

Cys 

Ala 

Val 

Leu 

Leu Arg 

Leu 

65 





70 





lie Arg 

Pro 

Ser 

Val 

Tyr 

Arg 

Asn 

Val 

Ala 





85 





90 

Leu 

Gin 

Ser 

Glu 

Pro 

Val 

Val 

Thr Asp 

Ala 




100 





105 


His 

He 

Phe 

Ser 

Ala 

Gly 

lie 

Thr 

Trp 

Gly 



115 





120 



Ala 

val 

Ala 

Ala 

Gly 

Leu 

Ala 

Val 

Asp 

Cys 


130 





135 




Ala 

Met 

Val 

His 

Ala 

Leu 

Val 

Asp 

Cys 

Leu 

145 





150 





Thr 

Leu 

Ala 

Thr 

Trp 

Leu 

Arg 

Arg Arg Gly 





165 





170 

Lys 

Cys 

val 

Val 

Ser 

Thr 

Asp 

Pro 

Gly Leu 




180 





185 


Ala 

Ala 

Leu 

Cys 

Ser 

Phe 

Gly Arg 

Phe 

Leu 



195 





200 



Leu 

Leu 

Pro 

Glu 

Arg 







60 

Gly Asp Glu Leu Glu Met 
75 80 

Arg Gin Leu His lie Ser 
95 

Phe Leu Ala Val Ala Gly 
110 

Lys Val Val Ser Leu Tyr 
125 

Val Arg Gin Ala Gin Pro 
140 

Gly Glu Phe Val Arg Lys 
155 150 

Gly Trp Thr Asp Val Leu 
175 

Arg Ser His Trp Leu Val 
190 

Lys Ala Ala Phe Phe Val 
205 


210 


<210> 2417 
<211> 615 
<212> DNA 

<213 > Homo sapiens 


<400> 2417 

nnagatcttt ggaatgggca 
60 

aagctgattt gattttcata 
120 

cagttgttag ttttcacact 
180 

acgttttttc acaactgtga 
240 

ataacataat tgatgaaaag 
300 

gaggaaaatg ttatgacaac 
360 

aaatccacaa atccttttgc 
420 

actatggctg aacatttacg 
480 

aatgatatgt ttgggctagg 
540 

gctggcgcag aacaaaaagc 
600 

tattattgtt ttcat 
615 


gaactactaa atacagttaa 
ttgatacctc aatagttaag 
ttaaaaaagg ctttcaatta 
tccacgccac agttgcaaat 
ttagtttttc acaaaaatac 
ctatttcgat aaaattgaaa 
tttcaaacat tatgatgcta 
cttaacggtg tgttattggc 
ttctttggaa cgaagttggc 
cgatattgct tttgagtttt 


tgcaccaaca agggtaagta 
tgaaggacta gttattgctc 
taaaatcttt ctccattatt 
aatcaacata gaaaaattaa 
gaaaaatttc atcacctaga 
aaatctcctt tgagggagaa 
atcaagtaat tttaggtaaa 
ataccttttg ctggaatggg 
agaaaaattc aaatttgctt 
tgaataagtt aggcgtgcct 


<210> 2418 
< 211 > 101 
<212> PRT 
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<213 > • Homo sapiens 
<400> 2418 


Met Thr 

Thr 

Tyr 

Phe 

Asp 

Lys 

lie 

l 



5 




Lys Ser 

Thr 

Asn 

Pro 

Phe 

Ala 

Phe 



20 





lie Leu 

Gly 

Lys 

Thr 

Met 

Ala 

Glu 


35 





40 

Trp His 

Thr 

Phe 

Cys 

Trp 

Asn 

Gly 

50 





55 


Leu Glu 

Arg 

Ser 

Trp 

Gin 

Lys 

Asn 

65 




70 



Gin Lys 

Ala 

Asp 

He 

Ala 

Phe 

Glu 




85 




Tyr Tyr 

Cys 

Phe 

His 





100 


Glu 

Lys 

lie 

Ser 

Phe 

Glu 

Gly Glu 


10 





15 


Lys 

His 

Tyr 

Asp 

Ala 

Asn 

Gin 

Val 

25 





30 



His 

Leu 

Arg 

Leu 

Thr 

Val 

Cys 

Tyr 





45 




Asn 

Asp 

Met 

Phe 

Gly 

Leu 

Gly Ser 




60 





Ser 

Asn 

Leu 

Leu 

Ala 

Gly 

Ala 

Glu 



75 





80 

Phe 

Leu 

Asn 

Lys 

Leu 

Gly 

Val 

Pro 


90 





95 



<210> 2419 

<211> 318 

<212> DNA 

<213> Homo sapiens 

<400> 2419 

aaattttcag aagtcctggt gttgcgcggt caaacaggga ccgaggaggg acgaccgcct 
60 

ccccgtgacg ctgcttcttc ttcctgcctg cagctgaggg gtctgttttg tgtcgcttcc 
120 

gctccttcct cacgtacaca gggggcagct tagcctctgg gatgggagtg gcttcataca 
180 

tgagacacat gcccgagtcg aggtagatgt cgctgtcgtc ctgcggcggg gtgggtgggg 
240 

tccagaacgg catgacttct gtctgcccat cgacatcttc gtagacatac tccatgttgt 
300 

aggcatcccc tcacgcgt 
318 

<210 > 2420 
<211> 98 
<212> PRT 

<213> Homo sapiens 


<400> 2420 


Met 

Glu 

Tyr 

Val 

Tyr 

Glu 

Asp 

Val 

Asp 

Gly 

Gin 

Thr 

Glu 

Val 

Met 

Pro 

1 




5 


' 



10 





15 


Phe 

Trp 

Thr 

Pro 

Pro 

Thr 

Pro 

Pro 

Gin 

Asp 

Asp 

Ser 

Asp 

lie 

Tyr 

Leu 



20 





25 





30 



Asp 

Ser Gly 

Met 

Cys 

Leu 

Met 

Tyr 

Glu 

Ala 

Thr 

Pro 

lie 

Pro 

Glu 

Ala 



35 





40 





45 




Lys 

Leu 

Pro 

Pro 

Val 

Tyr 

Val 

Arg 

Lys 

Glu 

Arg Lys 

Arg 

His 

Lys 

Thr 


50 





55 





60 





Asp 

Pro 

Ser 

Ala 

Ala 

Gly 

Arg 

Lys 

Lys 

Lys 

Gin 

Arg 

His 

Gly Glu 

Ala 

65 





70 





75 





80 

Val 

Val 

Pro 

Pro 

Arg 

Ser 

Leu 

Phe 

Asp 

Arg 

Ala 

Thr 

Pro 

Gly Leu 

Leu 
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85 90 

Lys lie 


<2 10> 2421 
<211> 420 
<212 > DNA 

<213> Homo sapiens 
<400> 2421 

nnacgcgtgg tgttctttat ggtcgttttc ggtctctgtc tgctgctggc aaaactgctg 

60 ' 
tactggttgt ttgacagtgc agggcttgtg cacagacgtg agccacaggg cagcacaacg 

120 

ctgtcgcaag tctgagtagg gattatcatg acggatacaa cttcagcccc gcgttacgcg 
180 

ctgcgtgggc tacagcttat tggctggcgt gacatgcaac acgcgctgga tttcctgttc 
240 

gcggacgggc agatgaaatc gggcacgctg gtggccatca acgcagaaaa gatgctggcg 
300 

gttgaagata atgcggaagt gaaaagcctg attgaagccg cggagtttaa atacccggcc 
360 

ggtattagcg tagtgcgttc aattcgtaaa aagttccccc acgctggagt gtgctcgcga 
420 

<210> 2422 
<211> 91 
<212> PRT 

<213> Homo sapiens 
<400> 2422 

Met Thr Asp Thr Thr Ser Ala Pro Arg 
1 5 

Leu lie Gly Trp Arg Asp Met Gin His 
20 25 

Asp Gly Gin Met Lys Ser Gly Thr Leu 
35 40 

Met Leu Ala Val Glu Asp Asn Ala Glu 
50 55 

Ala Glu Phe Lys Tyr Pro Ala Gly lie 
65 70 

Lys Lys Phe Pro His Ala Gly Val Cys 
85 

<210 > 2423 
<211> 371 
<212 > DNA 

<213 > Homo sapiens 
<400> 2423 

tgatcaagtc ggaggattcg gcagggcgca gccatgaacg agaaggcgtc cgtctccaag 
60 

gagctcaacg ccaagcacaa gaagatattg gaaggtcttc tacggcatcc tgagaataga 
120 


Tyr 

10 

Ala 

Leu 

Arg 

Gly Leu 
15 

Gin 

Ala 

Leu 

Asp 

Phe 

Leu 

30 

Phe 

Ala 

Val 

Ala 

He 

Asn 

45 

Ala 

Glu 

Lys 

Val 

Lys 

Ser 

60 

Leu 

lie 

Glu 

Ala 

Ser 

Val 

75 

Val 

Arg 

Ser 

He 

Arg 

80 


Ser Arg 
90 
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gaatgcgcag actgcaagtc aaagggtcct cgatgggcaa gtgtgaatct aggtatcttt 
180 

atatgcatga catgttctgg cattcataga agcctggggg tgcacatatc taaggtaaga 
240 

tctgccaccc tggatacatg gctgccagag caagttgcat ttattcaatc aatgggaaac 
300 

gaaaaagcaa atagctattg ggaagcagag ctgcctccta actacgatag ggttggaata 
360 

gagaatttga t 
371 

<210> 2424 
< 211 > 112 
<212> PRT 

<213 > Homo sapiens 
<400> 2424 

Met Asn Glu Lys Ala Ser Val Ser Lys Glu Leu Asn Ala Lys His Lys 
1 5 10 IS 

Lys lie Leu Glu Gly Leu Leu Arg His Pro Glu Asn Arg Glu Cys Ala 
20 25 30 

Asp Cys Lys Ser Lys Gly Pro Arg Trp Ala Ser Val Asn Leu Gly lie 
35 40 45 

Phe lie Cys Met Thr Cys Ser Gly lie His Arg Ser Leu Gly Val His 
50 55 60 

lie Ser Lys Val Arg Ser Ala Thr Leu Asp Thr Trp Leu Pro Glu Gin 

65 70 75 80 

Val Ala Phe He Gin Ser Met Gly Asn Glu Lys Ala Asn Ser Tyr Trp 

85 90 95 

Glu Ala Glu Leu Pro Pro Asn Tyr Asp Arg Val Gly lie Glu Asn Leu 
100 105 HO 

<210> 2425 

<211> 411 

<212> DNA 

<213 > Homo sapiens 

<400> 2425 

accggtttgc aggcctggaa agacgggcat ttcgacctgg tgatcgtcga ctgcaacatg 
60 

cccgtcctga acggctacga gatgacccgc cgcctgcgcg aacatgaagc cnncgccatg 
120 

acctcccggc ctgcacgggg gttcggtttc accgcccacg cccagcccga ggaacgcccc 
180 

cgctgcaagg aagccggcat gaacgactgc ctgttcaagc ccatcagcct gaccaccctc 
240 

aaccagaaac tcgccgacgt cacgccgcgc ccgcgtccga gccaggccgc cttcagcctc 
300 

gacggcctgc acgccctgac cgggggcgag ccgctgctga tgcgtcgctt gatcgacgag 
360 

ctgctgagca gttgccaggc ggcccgcgag gcactgctcg gactgcccat c 
411 

<210> 2426 
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<211> 137 
<212> PRT 

<213 > Homo sapiens 
<400 > 2426 

Thr Gly Leu Gin Ala Trp Lys Asp 
1 5 

Asp Cys Asn Met Pro Val Leu Asn 
20 

Arg Glu His Glu Ala Xaa Ala Met 
35 40 

Gly Phe Thr Ala His Ala Gin Pro 
50 55 

Ala Gly Met Asn Asp Cys Leu Phe 
65 70 

Asn Gin Lys Leu Ala Asp Val Thr 
85 

Ala Phe Ser Leu Asp Gly Leu His 
100 

Leu Met Arg Arg Leu lie Asp Glu 
115 120 

Arg Glu Ala Leu Leu Gly Leu Pro 
130 ' 135 

<210> 2427 
<211 > 293 
<212> DNA 

<213 > Homo sapiens 


Gly His Phe Asp Leu Val lie Val 

10 15 

Gly Tyr Glu Met Thr Arg Arg Leu 

25 30 

Thr Ser ,Arg Pro Ala Arg Gly Phe 
45 

Glu Glu Arg Pro Arg Cys Lys Glu 
60 

Lys Pro lie Ser Leu Thr Thr Leu 
75 80 

Pro Arg Pro Arg Pro Ser Gin Ala 

90 95 ’ 

Ala Leu Thr Gly Gly Glu Pro Leu 
105 110 

Leu Leu Ser Ser Cys Gin Ala Ala 
125 

He 


<400> 2427 

cataacaaag gcttagggat tttggtgccc tgtgcaattn tggcagcttt tctgttgatt 
60 

tggagcgtaa aatgttgcag agcccagcta gaagccagga ggagcagaca ccctgctgat 
120 

ggagcccaac aagaaagatg ttgtgtccct cctggtgagc gctgtcccag tgcacccgat 
180 

aatggcgaag aaaatgtgcc tctttcagga aaagtatagg aaatgagaga agactgtgac 
240 

aactcatgac ctgcatcctt aatatccagt gacttcatct ccccttcacg cgt 
293 


<210> 2428 
<211> 72 
<212 > PRT 

<213> Homo sapiens 
<400> 2428 

His Asn Lys Gly Leu Gly lie Leu Val Pro Cys Ala He Xaa Ala Ala 
15 10 15 

Phe Leu Leu lie Trp Ser Val Lys Cys Cys Arg Ala Gin Leu Glu Ala 
20 25 30 

Arg Arg Ser Arg His Pro Ala Asp Gly Ala Gin Gin Glu Arg Cys Cys 
35 40 4S 

Val Pro Pro Gly Glu Arg Cys Pro Ser Ala Pro Asp Asn Gly Glu Glu 
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50 55 60 
Asn Val Pro Leu Ser Gly Lys Val 
65 70 

<210> 2429 
<211> 428 
<212> DNA 

<213 > Homo sapiens 
<400> 2429 

tcgcgtcggg tcggcgaggt tgacgctgtt gatcctaagc cccatgagga cgacgacctc 
60 

atcgccgaga tggcggggct acaggctgct cagtcgatcc gggaatcctt gaacaaggct 
120 

gatgtcctgc tcaatggggt agagacgtcg accggtccgc agccgggtgc gcttgctttg 
180 

ctggaacagg ccgtacatga gctggatggc actggggatg ctgatcctcg cgccgctgag 
240 

ttggctgagc gcgcccgcca gatgtcgtat gacctcactg acctcgctgc ttcggtcgct 
300 

ggccatgcgg ctcgggctga agctgatccg caacggcttg aggaattggg gggtcgtttg 
360 

gcggctattc agcggctgtt gagggcgcgc accaccaccc tcgacgatct cctcgactcc 
420 

actgcggc 

428 

<210> 2430 
<211 > 142 
<212> PRT 

<213> Homo sapiens 


<400> 2430 

Ser Arg Arg Val Gly Glu Val Asp 
1 5 

Asp Asp Asp Leu He Ala Glu Met 
20 

lie Arg Glu Ser Leu Asn Lys Ala 
35 40 

Thr Ser Thr Gly Pro Gin Pro Gly 
50 55 

Val His Glu Leu Asp Gly Thr Gly 
65 70 

Leu Ala Glu Arg Ala Arg Gin Met 
85 

Ala Ser Val Ala Gly His Ala Ala 
100 


Ala Val Asp Pro Lys Pro His Glu 
10 15 

Ala Gly Leu Gin Ala Ala Gin Ser 
25 30 

Asp Val Leu Leu Asn Gly Val Glu 
45 

Ala Leu Ala Leu Leu Glu Gin Ala 
60 

Asp Ala Asp Pro Arg Ala Ala Glu 
75 80 

Ser Tyr Asp Leu Thr Asp Leu Ala 
90 95 

Arg Ala Glu Ala Asp Pro Gin Arg 
105 HO 


Leu Glu Glu Leu Gly Gly Arg Leu Ala Ala lie Gin Arg Leu Leu Arg 
115 120 125 


Ala Arg Thr Thr Thr Leu Asp Asp Leu Leu Asp Ser Thr Ala 
130 135 14° 


<210> 2431 
<211> 409 
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<212> DNA 

<213 > Homo sapiens 
<400> 2431 

nnacgcgtta acaattaaag cattaacgcc agatgaatgg caaaaacaaa aacattttat 
60 

atagtcggtt aaatagggat tttcatgggt caatttatta ttcaaggtgg ctgccagtta 
120 

aatggcgagg taacaatttc tggggcaaaa aatgccgcat taccaatcct atttgctact 
180 

ttattatctg agggtgatat caatttaagc aatgtaccgc ttttaaaaga tattgccacc 
240 

actatcgagt tgttaaaaga gctgggtgct actgctactc agactcaaca ctgcgtgcat 
3 00 

attaatgcga aagaagttaa gaactatact gcttcttatg aattagtgag aagtatgcgt 
360 

gcttcaattt tggcattagg tccattggtt gctcggttcg gtgaagctt 
409 

<210> 2432 
<211> 108 
<212 > PRT 

<213> Homo sapiens 
<400> 2432 

Met Gly Gin Phe He lie Gin Gly Gly Cys Gin Leu Asn Gly Glu Val 
15 10 15 

Thr lie Ser Gly Ala Lys Asn Ala Ala Leu Pro He Leu Phe Ala Thr 
20 25 30 

Leu Leu Ser Glu Gly Asp lie Asn Leu Ser Asn Val Pro Leu Leu Lys 
35 40 45 

Asp lie Ala Thr Thr lie Glu Leu Leu Lys Glu Leu Gly Ala Thr Ala 
50 55 60 

Thr Gin Thr Gin His Cys Val His lie Asn Ala Lys Glu Val Lys Asn 

65 70 75 80 

Tyr Thr Ala Ser Tyr Glu Leu Val Arg Ser Met Arg Ala Ser lie Leu 

85 90 95 

Ala Leu Gly Pro Leu Val Ala Arg Phe Gly Glu Ala 
100 105 

<210> 2433 
<211> 655 
<212> DNA 

<213> Homo sapiens 
<4 00> 2433 

caattgccta caatattcag tacagtcaca tgctgcatag gtttgcagtc tagaaacaac 
60 

aggctacacc acacagccga ggcgtgtgga ggactatacc atctgggttt acgtaagtgc 
120 

gctctatgat gctcacgtaa caatgaaatc acggaatctc tctctcagaa catttccccg 
180 

ttgtgaagca gcacgtgact ataatctttt cccaggttta cccctgaagt tcaagtgcaa 
240 


1755 



WO 00/58473 


PCT/US00/08621 


tgcccctgca cagcacagag caggggacga taggaggcgt gccttctcca gctgaaccac 
300 

cgggccagcc gggcgggcag tgggggttgg ggggagggtt gacccattgg tgctgccacg 
360 

accaaagaga caggatcttg gagagagtga ggcctctgtg caggggacga tgaaggccca 
420 

atctggggac atcagggaaa gcagcaaggg tctggctgat tgtgcaaaaa gaactttttc 
480 

tgtgactgcc gtgttccaaa cacacccttt gcttttacaa aaacccaaac tgggaggttt 
540 

agcaaaaggc acagtttcag agcataataa agacagagca gaatgggaga ggaggttaat 
600 

caaatgggcc atcactcaat gcagggaggg gaggggtgtg ctcaggacaa cgcgt 
655 

<210> 2434 
<211> 137 
<212> PRT 

<213> Homo sapiens 
<4 00> 2434 


Met 

Ala 

His 

Leu 

lie 

Asn 

Leu 

Leu 

Ser 

His 

Ser 

Ala 

Leu 

Ser 

Leu 

Leu 

1 




5 





10 





15 


Cys 

Ser 

Glu 

Thr 

Val 

Pro 

Phe 

Ala 

Lys 

Pro 

Pro 

Ser 

Leu 

Gly 

Phe 

Cys 



20 





25 

< 




30 



Lys 

Ser 

Lys 

Gly 

Cys 

Val 

Trp 

Asn 

Thr 

Ala 

Val 

Thr 

Glu 

Lys 

Val 

Leu 



35 





40 





45 




Phe 

Ala 

Gin 

Ser 

Ala 

Arg 

Pro 

Leu 

Leu 

Leu 

Ser 

Leu 

Met 

Ser 

Pro 

Asp 


50 





55 





60 





Trp 

Ala 

Phe 

lie 

Val 

Pro 

Cys 

Thr 

Glu 

Ala 

Ser 

Leu 

Ser 

Pro 

Arg 

Ser 

65 





70 





75 





80 

Cys 

Leu 

Phe 

Gly 

Arg 

Gly 

Ser 

Thr 

Asn 

Gly 

Ser 

Thr 

Leu 

Pro 

Pro 

Thr 




85 





90 





95 


Pro 

Thr 

Ala 

Arg 

Pro 

Ala 

Gly 

Pro 

Val 

Val 

Gin 

Leu 

Glu 

Lys 

Ala 

Arg 




100 





105 





110 



Leu 

Leu 

Ser 

Ser 

Pro 

Ala 

Leu 

Cys 

Cys 

Ala 

Gly 

Ala 

Leu 

His 

Leu 

Asn 



115 





120 





125 




Phe 

Arg 

Gly 

Lys 

Pro 

Gly 

Lys 

Arg 

Leu 









130 





135 











<210> 2435 
<211> 401 
<212> DNA 

<213> Homo sapiens 
<4 00> 2435 

aagctttcct tcaccggttc taccccagtg ggccggaccc ttttgaagng cgcggccgat 
60 

aacgtgctgc gtacctccat ggaactgggc ngcaatgccc cattcattgt ctttgaggac 
120 

gcagatattg accaagcggt ccagggtgcg atgggcgcca agatgcgcaa tatcggcgag 
180 

gcctgcaccg cagctaaccg cttcttggtc cacgagtctg ttgctgagga gttctctgag 
240 


1756 



WO 00/58473 


PCT/U S00/0862 1 


aaactcgttg cggagtttga gaagctcaat ctgggcaatg gtatggacga aggtattacc 
300 

tgcggacctc tcgtcgagtc caaggctttg gagagcattg cggcattggt ggacgatgct 
360 

gcagaaaagg gcgctaccat ctccaccggc ggtaagcgcg c 
401 

<210> 2436 
<211> 133 
<212> PRT 

<213 > Homo sapiens 
<4 00> 2436 


Lys 

Leu 

Ser 

Phe 

Thr 

Gly 

Ser 

Thr 

Pro 

Val 

Gly Arg 

Thr 

Leu 

Leu 

Lys 

1 




5 





10 





15 


Xaa 

Ala 

Ala 

Asp 

Asn 

Val 

Leu 

Arg 

Thr 

Ser 

Met 

Glu 

Leu 

Gly Xaa 

Asn 




20 





25 





30 



Ala 

Pro 

Phe 

lie 

Val 

Phe 

Glu 

Asp 

Ala 

Asp 

lie 

Asp 

Gin 

Ala 

Val 

Gin 



35 





40 





45 




Gly Ala 

Met 

Gly 

Ala 

Lys 

Met 

Arg 

Asn 

lie 

Gly Glu 

Ala 

Cys 

Thr 

Ala 


50 





55 





60 





Ala 

Asn 

Arg 

Phe 

Leu 

Val 

His 

Glu 

Ser 

Val 

Ala 

Glu 

Glu 

Phe 

Ser 

Glu 

65 




70 





75 





80 

Lys 

Leu 

Val 

Ala 

Glu 

Phe 

Glu 

Lys 

Leu 

Asn 

Leu Gly 

Asn 

Gly Met 

Asp 




85 





90 





95 


Glu Gly 

He 

Thr 

Cys 

Gly 

Pro 

Leu 

Val 

Glu 

Ser 

Lys 

Ala 

Leu 

Glu 

Ser 




100 





105 





110 



lie 

Ala 

Ala 

Leu 

Val 

Asp 

Asp 

Ala 

Ala 

Glu 

Lys 

Gly 

Ala 

Thr 

lie 

Ser 



115 





120 





125 




Thr Gly 

Gly 

Lys 

Arg 













130 


<210> 2437 
<211> 449 
<212> DNA 
<213> Homo 

<4 00> 2437 
aagcttagta 

sapiens 

ccaaaaagaa 

aacaaaaaca 

aaaacaaaac 

aaaccccccc 

ccccacagag 

60 

taaaataacg 

gaaaaagatc 

tactatgcta 

gcactaacaa 

aataatacgt 

agttatgaaa 

120 

atggtatgta 

tttttcaagc 

tagacgttca 

taatggtaga 

acatgaggag 

gaaaactgcc 

180 

tcttaaatcc 

caccacttac 

tgtgacacag 

tgaccggtcc 

ctgcagcgga 

ctggatagtt 

240 

gtatcagagt 

cctggacgga 

aacagatggc 

actcaaaagg 

tggcgcgcag 

ttcagagaaa 

300 

tgcctatgta 

cggatttggt 

ccaatgcctc 

agcctgacct 

cagggacctt 

cgggggtctg 

360 

ctccgcgccc 

acccttacac 

atctgtgacc 

ccacacactt 

ccaccccagc 

gccacattta 

420 

agttccagtc 

449 

atttcatttt 

atcgctgtg 
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<210> 2438 

<211> 99 

<212> PRT 

<213> Homo sapiens 


<400> 2438 


Met 

Val 

Glu 

His 

Glu Glu Glu 

Asn 

Cys 

Leu 

Leu 

Asn 

Pro 

Thr 

Thr 

Tyr 

1 




5 



10 





15 


Cys 

Asp 

Thr 

Val 

Thr Gly Pro 

Cys 

Ser 

Gly 

Leu Asp 

Ser 

Cys 

lie 

Arg 




20 



25 





30 



Val 

Leu 

Asp 

Gly 

Asn Arg Trp 

His 

Ser 

Lys 

Gly Gly Ala 

Gin 

Phe 

Arg 



35 



40 





45 




Glu 

Met 

Pro 

Met 

Tyr Gly Phe 

Gly 

Pro 

Met 

Pro 

Gin 

Pro Asp 

Leu Arg 


50 



55 





60 





Asp 

Leu 

Arg 

Gly 

Ser Ala Pro 

Arg 

Pro 

Pro 

Leu 

His 

lie 

Cys 

Asp 

Pro 

65 




70 




75 





80 

Thr 

His 

Phe 

His 

Pro Ser Ala 

Thr 

Phe 

Lys 

Phe 

Gin 

Ser 

Phe 

His 

Phe 





85 



90 





95 


He 

Ala 

Val 













<210> 2439 

<211> 4425 

<212> DNA 

<213> Homo sapiens 

<400> 2439 

ccctcagcat cggaccagag tacttggtat ctggatgaat cgacactcac tgacaacatc 
60 

aaaaagacac tgcacaagtt ctgtggcccc tcccctgtgg tcttcagtga tgtgaactcc 
120 

atgtatctgt cttccacgga gccgccagcc gctgctgaat gggcatgtct gctgcgccct 
180 

ctgaggggcc gtgagccaga gggcgtctgg aacctgctaa gcattgtgcg ggagatgttc 
240 

aagcggaggg acagcaatgc tgcccccttg ttggaaatcc tcactgacca gtgcctca cc 
300 

tatgaacaga taacaggttg gtggtatagc gtacgtacct cagcctcaca cagcagtgcc 
360 

agtgggcaca cgggccgtag caacgggcag tcagaggtgg cagcccatgc ctgtgccagc 
420 

atgtgtgacg agatggtcac actgtggagg ctggccgtgc tggaccctgc actcagcccc 
480 

cagcggcgcc gggaactgtg tacgcagctg cggcagtggc aactgaaggt gattgagaac 
540 

gtcaagcggg gccaacacaa gaagacgctg gagcggctct tccccggctt ccggccagcg 
600 

gtggaggcct gctacttcaa ctgggaagag gcctacccac ttcctggtgt cacctacagc 
660 

ggcactgaca ggaagctggc actgtgctgg gcccgggccc tgccctctcg gccaggtgcc 
720 

tcccgctctg ggggcctgga ggaatcccgg gaccggcccc gaccccttcc tactgagcca 
780 
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gctgtgcggc 

840 

ccaaggagcc 

tgggaccaag 

cgaaagggct 

tgggtgaggg 

ggtcccctca 

tcacagcggg 

900 

gtccccgccg 

cctctcagct 

gaagggggag ataaagctct 

acataagatg 

ggtccaggtg 

960 

ggggcraaage 

caaggcactg 

ggtggggctg gcagtgggag 

caagggctca 

gcaggtggcg 

1020 

gaagcaagcg 

acggctgagc 

agcgaagaca 

gctccctgga 

gccagacctg 

gccgagatga 

1080 

gcctggatga 

cagcagcctg 

gccctgggcg 

cagaggccag 

caccttcggg 

ggattccctg 

1140 

agagccctcc 

accctgtcct 

ctccacggtg 

gctcccgagg 

cccttccact 

ttccttcctg 

1200 

agcccccaga 

tacttatgaa 

gaagatggtg 

gtgtgtactt 

ctcggaaggg 

cctgagcctc 

1260 

ccacagcctc 

tgttggcccc 

cctggcctac 

tgcctgggga 

tgtctgtacc 

caggacgacc 

1320 

tcccttctac 

agatgagagt 

ggcaatgggc 

ttcccaaaac 

caaagaggca 

gcccctgcag 

1380 

ttggagagga 

ggatgatgac 

taccaggcgt 

actatctgaa 

tgcccaggat 

ggggctgggg 

1440 

gcgaggaaga 

gaaggccgag 

ggcggggctg 

gggaggagca 

cgacctgttt 

gctgggctga 

1500 

agccactgga 

acaggagagt 

cgcatggagg 

tactgtttgc 

ctgtgctgag 

gccctgcatg 

1560 

cgcatggcta 

tagcagtgag 

gcctcccgtc 

tcactgtgga 

gcttgcccag 

gatctgctag 

1620 

ccaacccacc 

cgacctcaag 

ggcaagaaga 

acaaggtatc 

cacgagccgt 

cagacctggg 

1680 

tggctaccaa 

caccctgagc 

aaggcggcct 

tcctgttgac 

agtgctaagt 

gagcgtccag 

1740 

agcgccacaa 

cctggccttc 

cgagttggca 

tgtttgcctt 

ggagctacag 

aggcctccag 

1800 

cttctaccaa 

ggccttggag 

gtgaagctgg 

cataccagga 

gtctgaggtg 

gctgccctgc 

1860 

tcaagaagat 

ccctctgggt 

ccaagtgaga 

tgagtaccat 

gcggtgccgg 

gcagaggaac 

1920 

ttcgggaggg 

gacactctgt 

gactatcggc 

ctgtgttgcc 

tctcatgctg 

gccagtttca 

1980 

tctttgacgt 

tctctgtgct 

ccagtggttt 

ctcccacagg 

ttcccggccc 

ccaagtcgca 

2040 

actggaacag 

cgagacacct 

ggggatgagg 

agcttggatt 

tgaagcagca 

gttgctgcct 

2100 

tgggcatgaa 

gacaacagtg 

agcgaggcag 

aacatcccct 

cttatgtgaa 

ggcacacgtc 

2160 

gggagaaggg 

tgacctggca 

ttagcactaa 

tgatcactta 

caaggacgac 

caggccaagc 

2220 

ttaagaagat 

cttagacaaa 

ctcttggacc gagagagcca 

gacacataag 

ccacagacgc 

2280 

tgagttcttt 

ctactcatct 

agccgcccaa 

ccacagccag 

ccagaggtct 

ccttcaaagc 

2340 

acgggggccc 

atctgcccca 

ggggccctgc 

aaccactgac 

ctcaggctct 

gcagggcctg 

2400 

ctcaaccagg 

gagtgtggca 

ggggctgggc 

caggccccac 

tgagggcttc 
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acagagaaga atgtgcctga 
2460 

gcagctttga ccccaaggcc 
2520 

ggaggctata atggacgggg 
2580 

atggccagca ttgacagcag 
2640 

cggagaccac ttcgaggggg 
2700 

agcattagca gctcttcttc 
2760 

gccagtgcca gtggaggagc 
2820 

cgccccgaga gtcatgcccc 
2880 

tacttcgagc tggcgaagac 
2940 

ttcacacatc catcttcctc 
3000 

gccttcgaga ttgggcttta 
3060 

tcacgtactt attcttccca 
3120 

gcagccctga ctatactggt 
3180 

tccctggctg acagggcatc 
3240 

ctggccctga gctgcctgcc 
3300 

etggtgcagt gcaaggaaca 
3360 

gaggcagcta agggtggggg 
3420 

ttctggctat atgagcaaac 
3480 

tgtagtgcca gtgggatcag 
3540 

gggggcccag ggactgagcc 
3600 

gtggtgcccg tcatatcggt 
3660 

cactcccctg gcctgcaccc 
3720 

tatctcactc acccagctca 
3780 

ttccctgtgc ccagctctgc 
3840 

catgggaaaa tactgggaat 
3900 

tcagtcggag agtcctggtg 
3960 

gaaatgacgg ccgggcatgg 
4020 


gagttcccca cattccccct 
agaagggaag gttcctagcc 
atgggggtcc tcaggacggc 
tgcccctgaa acaacatcgg 
ctgggccccc acctcctggg 
ggactccctg ggctcctcat 
ccgggcgaag actgttgaag 
tcatgtaccc aatcagccat 
agtgctgatc aaggcagggg 
agggggccac cagggtcctc 
tgcccttggc ctgcacaact 
cgtttcctgg attacaggcc 
agaatgctgg gatgggcacc 
acgggcaaga gactccaata 
tcacgcccat gcattgaacc 
ggacaacctg atgttggaga 
cgtgtaccct gaagtgttgt 
tgcaggtggc tcatccacag 
ggcaggtggg gaagctgggc 
ggttacagtg gcagcggcag 
ggggtctagt ttatacccgg 
ctacactgct ctacagcccc 
cc ctgcccac cccatgcctc 
atacccacag gtgagaccag 
tcataggggg ttggagtggg 
aggtggtggg agtctggggg 
tggctcatgc ctgtaatccc 


gtgagggtct tccatctgag 
gcttggcact tggcagtcgt 
ctaagaagaa gcacacaggc 
atagttcccc caccttaagc 
gtcgaggtca ggacagtgac 
cctccagtgg aagtcgccgg 
ttggcaggta caagggccgc 
cagaggcagc tgcacacttc 
gcaacagcag cacttccatt 
accgcaacct gcacctttgc 
ttgtttctcc caactggctc 
aggccatgga gataggcagc 
tgacaccccc tgaggttgca 
tggtgagggc ggcagcagag 
ctaatgagat ccagcgggcc 
aggcctgcat ggcagtggaa 
ttgaggttgc tcaccagtgg 
cccgtgaagg ggctacaagc 
ggggtatgcc tgagggtaga 
cagtgacagc agcagccaca 
gtccaggact ggggcatggc 
acctgccctg tagccctcag 
acatgccccg gcctgccgtc 
tgttctgctg gggggtaagg 
tactctggga gtataattgg 
acccagccca actaaaataa 
agcactttga gaggccgatg 
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tgggtggatc acttgaggtc 
4080 

tctctactaa aaattagctg 
4140 

gggaatcact tgaacctggg 
4200 

ccagcctgga ggacagagcg 
4260 

ggggtgaagc ccgacagcaa 
4320 

gcccctaggg tgtgcatcct 
4380 

cctcacttgc tgccactgct 
4425 

<210> 2440 
<211> 1306 
<212> PRT 

<213 > Homo sapiens 


<400 > 2440 


Pro 

1 

Ser 

Ala 

Ser 

Asp 

5 

Gin 

Thr Asp 

Asn 

He 

20 

Lys 

Lys 

Val 

Val 

Phe 

35 

Ser 

Asp 

Val 

Pro 

Ala 

50 

Ala 

Ala 

Glu 

Trp 

Glu 

65 

Pro 

Glu 

Gly 

Val 

Trp 

70 

Lys 

Arg 

Arg 

Asp 

Ser 

85 

Asn 

Gin 

Cys 

Leu 

Thr 

100 

Tyr 

Glu 

Thr 

Ser 

Ala 

115 

Ser 

His 

Ser 

Gly Gin 
130 

Ser 

Glu 

Val 

Ala 

Met 

145 

Val 

Thr 

Leu 

Trp 

Arg 

150 

Gin 

Arg 

Arg 

Arg 

Glu 

165 

Leu 

Val 

lie 

Glu 

Asn 

180 

Val 

Lys 

Leu 

Phe 

Pro 

195 

Gly 

Phe 

Arg 

Glu 

Glu 

210 

Ala 

Tyr 

Pro 

Leu 

Lys 

225 

Leu 

Ala 

Leu 

Cys 

Trp 

230 

Ser Arg 

Ser 

Gly 

Gly 

245 

Leu 

Pro 

Thr 

Glu 

Pro 

Ala 

Val 


aggagttcga gaccagcctg 
agtgcacgcc tgtaatccca 
aggcagaggt tgcagtgagc 
agactctatc tcaaaaaaca 
catcctaatc aagtttggca 
gcattcctag gggctcagta 
gtgtctttcc ccgttccttc 


Ser 

Thr 

Trp 

Tyr 

Leu 

Thr 

Leu 

His 

10 

Lys 

Phe 

Asn 

Ser 

25 

Met 

Tyr 

Leu 

Ala 

40 

Cys 

Leu 

Leu 

Arg 

55 

Asn 

Leu 

Leu 

Ser 

lie 

Ala 

Ala 

Pro 

Leu 

75 

Leu 

Gin 

lie 

Thr 

90 

Gly 

Trp 

Ser 

Ala 

105 

Ser 

Gly 

His 

Ala 

120 

His 

Ala 

Cys 

Ala 

135 

Leu 

Ala 

Val 

Leu 

Asp 

Cys 

Thr 

Gin 

Leu 

155 

Arg 

Arg 

Gly 

Gin 

170 

His 

Lys 

Pro 

Ala 

185 

Val 

Glu 

Ala 

Pro 

200 

Gly 

Val 

Thr 

Tyr 

215 

Ala 

Arg 

Ala 

Leu 

Pro 

Glu 

Glu 

Ser 

Arg 

235 

Asp 

Arg 

Pro 

Lys 

250 

Glu 

Pro 


gccaacatgg ggaaaccccg 
gcttcttggg aggctgagat 
cgatatcgtg ccactgcact 
tgtcaggata gcagcttgtg 
tcttcccctt tcttctccct 
cccttattca gtgactcctc 
catgg 


Asp 

Glu 

Ser 

Thr 

Leu 

Cys 

Gly 

Pro 

15 

Ser 

Pro 

Ser 

Ser 

30 

Thr 

Glu 

Pro 

Pro 

45 

Leu 

Arg 

Gly 

Arg 

60 

Val 

Arg 

Glu 

Met 

Phe 

Glu 

lie 

Leu 

Thr 

80 

Asp 

Trp 

Tyr 

Ser 

95 

Val 

Arg 

Thr Gly 

110 

Arg 

Ser 

Asn 

Ser 

125 

Met 

Cys 

Asp 

Glu 

140 

Pro 

Ala 

Leu 

Ser 

Pro 

Gin 

Trp 

Gin 

Leu 

160 

Lys 

Lys 

Thr 

Leu 

175 

Glu 

Arg 

Cys 

Tyr 

190 

Phe 

Asn 

Trp 

205 
Ser Gly 

Thr 

Asp 

Arg 

220 

Ser Arg 

Pro 

Gly 

Ala 

Arg 

Pro 

Arg 

Pro 

240 

Leu 

Gly Thr 

Lys 

255 

Arg 

Lys 
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Gly 

Leu 

Gly 

260 

Glu 

Ser 

Ala 

275 

Glu 

Gly 

Gly 

290 

Lys 

Ala 

Lys 

305 

Ala 

Gly 

Gly 

Gly 

Glu 

Pro 

Asp 

Leu 

Gly 

Ala 

Glu 

340 

Ala 

Cys 

Pro 

355 

Leu 

His 

Pro 

370 

Pro 

Asp 

Thr 

385 

Pro 

Glu 

Pro 

Pro 

Asp 

Val 

Cys 

Thr 

Gly 

Leu 

Pro 

420 

Lys 

Asp 

Asp 

435 

Tyr 

Gin 

Glu 

450 

Glu 

Glu 

Lys 

465 

Ala 

Gly 

Leu 

Lys 

Ala 

Cys 

Ala 

Glu 

Arg 

Leu 

Thr 

500 

Val 

Leu 

Lys 

515 

Gly 

Lys 

Ala 

530 

Thr 

Asn 

Thr 

545 

Glu 

Arg 

Pro 

Glu 

Leu 

Glu 

Leu 

Gin 

Leu 

Ala 

Tyr 

580 

Gin 

Leu 

Gly 

595 

Pro 

Ser 

Arg 

610 

Glu 

Gly 

Thr 

625 

Ala 

Ser 

Phe 

lie 

Gly 

Ser 

Arg 

Pro 

Glu 

Glu 

Leu 

660 

Gly 

Thr 

Val 

675 

Ser 

Glu 


Gly 

Val 

Pro 

Ser 

Gly 

Asp 

Lys 

280 

Ala 

Ala 

Leu 

295 

Gly 

Gly 

Ser 

310 

Lys 

Arg 

Arg 

325 

Ala 

Glu 

Met 

Ser 

Ser 

Thr 

Phe 

Gly 

Gly 

Gly 

Ser 

360 

Arg 

Tyr 

Glu 

375 

Glu 

Asp 

Thr 

390 

Ala 

Ser 

Val 

405 

Gin 

Asp 

Asp 

Leu 

Thr 

Lys 

Glu 

Ala 

Ala 

Tyr 

Tyr 

440 

Leu 

Ala 

Glu 

455 

Gly 

Gly 

Pro 

470 

Leu 

Glu 

Gin 

485 

Ala 

Leu 

His 

Ala 

Glu 

Leu 

Ala 

Gin 

Lys 

Asn 

Lys 

520 

Val 

Leu 

Ser 

535 

Lys 

Ala 

Arg 

550 

His 

Asn 

Leu 

565 

Arg 

Pro 

Pro 

Ala 

Glu 

Ser 

Glu 

Val 

Glu 

Met 

Ser 

600 

Thr 

Leu 

Cys 

615 

Asp 

Tyr 

Phe 

630 

Asp 

Val 

Leu 

645 

Pro 

Ser 

Arg 

Asn 

Phe 

Glu 

Ala 

Ala 

Ala 

Glu 

His 

680 

Pro 


265 

Ser 

Gin 

Arg 

Gly 

Leu 

His 

Lys 

Met 

Ala 

Gly 

Ser 

300 

Gly 

Leu 

Ser 

315 

Ser 

Glu 

Leu 

330 

Asp 

Asp 

Ser 

345 

Gly 

Phe 

Pro 

Glu 

Gly 

Pro 

Ser 

Thr 

Gly 

Gly 

Val 

380 

Tyr 

Gly 

Pro 

395 

Pro 

Gly 

Pro 

410 

Ser 

Thr 

Asp 

425 

Ala 

Pro 

Ala 

Val 

Asn 

Ala 

Gin 

Asp 

Ala 

Gly 

Glu 

460 

Glu 

Glu 

Ser 

475 

Arg 

Met 

His 

490 

Gly 

Tyr 

Ser 

505 

Asp 

Leu 

Leu 

Ala 

Ser 

Thr 

Ser 

Arg 

Ala 

Phe 

Leu 

540 

Leu 

Ala 

Phe 

555 

Arg 

Val 

Ser 

570 

Thr 

Lys 

Ala 

585 

Ala 

Ala 

Leu 

Leu 

Met 

Arg 

Cys 

Arg 

Arg 

Pro 

Val 

620 

Leu 

Cys 

Ala 

635 

Pro 

Val 

Trp 

650 

Asn 

Ser 

Glu 

665 

Val 

Ala 

Ala 

Leu 

Leu 

Leu 

Cys 

Glu 


270 


Pro Arg 

Arg 

Leu 

285 

Gly 

Pro 

Gly 

Gly 

Ser 

Lys 

Gly 

Ser 

Asp 

Ser 

Ser 

320 

Leu 

Ser 

Leu 

335 

Ala 

Leu 

Ser 

350 

Pro 

Pro 

Pro 

365 

Phe 

Leu 

Pro 

Glu 

Phe 

Ser 

Glu 

Gly 

Leu 

Leu 

Pro 

400 

Gly 

Glu 

Ser 

415 

Gly 

Asn 

430 
Gly Glu 

Glu 

Asp 

445 

Gly 

Ala 

Gly 

Gly 

His 

Asp 

Leu 

Phe 

Glu 

Val 

Leu 

480 

Phe 

Ser 

Glu 

495 

Ala 

Ser 

Asn 

510 

Pro 

Pro 

Asp 

525 

Gin 

Thr 

Trp 

Val 

Thr 

Val 

Leu 

Ser 

Gly 

Met 

Phe 

560 

Ala 

Leu 

Glu 

575 

val 

Lys 

Lys 

590 

Lys 

He 

Pro 

605 

Ala 

Glu 

Glu 

Leu 

Pro 

Leu 

Met 

Leu 

Val 

Ser 

Pro 

640 

Thr 

Thr 

Pro 

655 

Gly 

Asp 

Gly 

670 

Met 

Lys 

Thr 

685 

Gly 

Thr 

Arg 

Arg 
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690 





695 





700 





GlU 

Lys 

Gly 

Asp 

Leu 

Ala 

Leu 

Ala 

Leu 

Met 

lie 

Thr 

Tyr 

Lys 

Asp 

Asp 

705 





710 





715 





720 

Gin 

Ala 

Lys 

Leu 

Lys 

Lys 

lie 

Leu 

Asp 

Lys 

Leu 

Leu 

Asp 

Arg 

Glu 

Ser 





725 





730 





735 


Gin 

Thr 

His 

Lys 

Pro 

Gin 

Thr 

Leu 

Ser 

Ser 

Phe 

Tyr 

Ser 

Ser 

Ser 

Arg 




740 





745 





750 



Pro 

Thr 

Thr 

Ala 

Ser 

Gin 

Arg 

Ser 

Pro 

Ser 

Lys 

His 

Gly 

Gly 

Pro 

Ser 



755 





760 





765 




Ala 

Pro 

Gly 

Ala 

Leu 

Gin 

Pro 

Leu 

Thr 

Ser 

Gly 

Ser 

Ala 

Gly 

Pro 

Ala 


770 





775 





780 





Gin 

Pro 

Gly 

Ser 

Val 

Ala 

Gly 

Ala 

Gly 

Pro 

Gly 

Pro 

Thr 

Glu 

Gly 

Phe 

785 





790 





795 





800 

Thr 

Glu 

Lys 

Asn 

Val 

Pro 

Glu 

Ser 

Ser 

Pro 

His 

Ser 

Pro 

Cys 

Glu 

Gly 





805 





810 





815 


Leu 

Pro 

Ser 

Glu 

Ala 

Ala 

Leu 

Thr 

Pro 

Arg 

Pro 

Glu 

Gly 

Lys 

Val 

Pro 




820 





825 





830 



Ser Arg 

Leu 

Ala 

Leu 

Gly 

Ser 

Arg 

Gly 

Gly 

Tyr 

Asn 

Gly 

Arg 

Gly 

Trp 



835 





840 





845 




Gly Ser 

Ser 

Gly Arg 

Pro 

Lys 

Lys 

Lys 

His 

Thr 

Gly 

Met 

Ala 

Ser 

lie 


850 





855 





860 





Asp 

Ser 

Ser 

Ala 

Pro 

Glu 

Thr 

Thr 

Ser 

Asp 

Ser 

Ser 

Pro 

Thr 

Leu 

Ser 

865 





870 





875 





880 

Arg 

Arg 

Pro 

Leu Arg 

Gly 

Gly 

Trp 

Ala 

Pro 

Thr 

Ser 

Trp 

Gly 

Arg 

Gly 





885 





890 





895 


Gin Asp 

Ser 

Asp 

Ser 

lie 

Ser 

Ser 

Ser 

Ser 

Ser 

Asp 

Ser 

Leu 

Gly 

Ser 




900 





905 





910 



Ser 

Ser 

Ser 

Ser Gly 

Ser 

Arg 

Arg 

Ala 

Ser 

Ala 

Ser 

Gly 

Gly 

Ala 

Arg 



915 





920 





925 




Ala 

Lys 

Thr 

Val 

Glu 

Val 

Gly 

Arg 

Tyr 

Lys 

Gly 

Arg 

Arg 

Pro 

Glu 

Ser 


930 





935 





940 





His 

Ala 

Pro 

His 

Val 

Pro 

Asn 

Gin 

Pro 

Ser 

Glu 

Ala 

Ala 

Ala 

His 

Phe 

945 





950 





955 





960 

Tyr 

Phe 

Glu 

Leu 

Ala 

Lys 

Thr 

Val 

Leu 

lie 

Lys 

Ala Gly 

Gly 

Asn 

Ser 





965 





970 





975 


Ser 

Thr 

Ser 

He 

Phe 

Thr 

His 

Pro 

Ser 

Ser 

Ser 

Gly Gly 

His 

Gin 

Gly 




980 





985 





990 



Pro 

His 

Arg 

Asn 

Leu 

His 

Leu 

Cys 

Ala 

Phe 

Glu 

lie 

Gly 

Leu 

Tyr 

Ala 



995 





1000 




1005 



Leu Gly 

Leu 

His 

Asn 

Phe 

Val 

Ser 

Pro 

Asn 

Trp 

Leu 

Ser 

Arg 

Thr 

Tyr 


1010 




1015 




1020 




Ser 

Ser 

His 

Val 

Ser 

Trp 

lie 

Thr Gly 

Gin 

Ala 

Met 

Glu 

lie 

Gly 

Ser 

1025 




1030 




1035 




1040 

Ala 

Ala 

Leu 

Thr 

lie 

Leu 

Val 

Glu Cys 

Trp 

Asp Gly His 

Leu 

Thr 

Pro 





1045 




1050 




1055 

Pro 

Glu 

Val 

Ala 

Ser 

Leu 

Ala 

Asp Arg 

Ala 

Ser 

Arg 

Ala 

Arg 

Asp 

Ser 




1060 




1065 




1070 


Asn 

Met 

Val 

Arg Ala 

Ala 

Ala 

Glu 

Leu 

Ala 

Leu 

Ser 

Cys 

Leu 

Pro 

His 



1075 




1080 




1085 



Ala 

His 

Ala 

Leu 

Asn 

Pro 

Asn 

Glu 

lie 

Gin Arg 

Ala 

Leu 

Val 

Gin 

Cys 


1090 




1095 




1100 




Lys 

Glu 

Gin Asp 

Asn 

Leu 

Met 

Leu 

Glu 

Lys 

Ala 

Cys 

Met 

Ala 

Val 

Glu 

1105 




1110 




1115 




1120 

Glu 

Ala 

Ala 

Lys Gly 

Gly Gly Val 

Tyr 

Pro 

Glu 

val 

Leu 

Phe 

Glu 

Val 
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1125 1130 1135 

Ala His Gin Trp Phe Trp Leu Tyr Glu Gin Thr Ala Gly Gly Ser Ser 

1140 1145 1150 

Thr Ala Arg Glu Gly Ala Thr Ser Cys Ser Ala Ser Gly lie Arg Ala 

1155 1160 1165 

Gly Gly Glu Ala Gly Arg Gly Met Pro Glu Gly Arg Gly Gly Pro Gly 
1170 1175 1180 

Thr Glu Pro Val Thr Val Ala Ala Ala Ala Val Thr Ala Ala Ala Thr 

1185 1190 1195 1200 

Val Val Pro Val He Ser Val Gly Ser Ser Leu Tyr Pro Gly Pro Gly 

1205 1210 1215 

Leu Gly His Gly His Ser Pro Gly Leu His Pro Tyr Thr Ala Leu Gin 

1220 1225 1230 

Pro His Leu Pro Cys Ser Pro Gin Tyr Leu Thr His Pro Ala His Pro 

1235 1240 1245 

Ala His Pro Met Pro His Met Pro Arg Pro Ala Val Phe Pro Val Pro 
1250 1255 1260 

Ser Ser Ala Tyr Pro Gin Val Arg Pro Val Phe Cys Trp Gly Val Arg 

1265 1270 1275 1280 

His Gly Lys lie Leu Gly lie His Arg Gly Leu Glu Trp Val Leu Trp 

1285 1290 1295 

Glu Tyr Asn Trp Ser Val Gly Glu Ser Trp 

1300 1305 

<210> 2441 

<2 11> 2244 

<212> DNA 

<213 > Homo sapiens 

<400> 2441 

nacgcgtgtg tgtctgcatg catccatgtg tctgtacatg tatgtctcca tgtgtggtgt 
60 

ggaggacaca gaaggatgga gggaaaggca ccactcacag aggcggcgct ggagaatttt 
120 

ccatttgtta ttttgggttt ggtgaacatg cactttgcgt catgcaaatc aggtttctaa 
180 

acattaacaa ccggagagaa atgacatttt ggggccgccg gtgactcttg cgtgcctctg 
240 

ctgccccctg gtggcagccc cgagtcactt ccagcagggc ccccccaccc caagggccca 
300 

gcctcgggca ggaagggtac aaagcccccg ccgtggttct gccacgaggt ctcctggaaa 
360 

tgaggggaao agcacagcga cgtccttgcg tcctaaatgc atcccctggt ggccgttttt 
420 

cgccacacag gcttggcaaa atctctgcgt cactgagcag cattttaacc tcttgaatga 
480 

gatgcctccg accttttgga tcctctttct gcacctctca ggggacaggt cccgtctgta 
540 

cggcgctgcc tacgagaaac ccaagttcat tactgcagcc aaaggaaagg tgcaggcggt 
600 

gggaggctcc tgcaaggtga tgcgtctggc cataagtccc actgccttct cccacctgct 
660 

ggcctgtgcc cagcagttcc ggaagcagac ccaggcccag gtgtacagtg aggacatggc 
720 
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cctgaacata ggctcggaac 
780 

gaggctcagt agcgtcctgg 
840 

cagcctctcc aaggccagag 
900 

gggcaaagac aaggagagga 
960 

tgccgataag atagtcctgg 
1020 

ctctgtgttc gatgaaggga 
1080 

gtggaatcgc ctccataaag 
1140 

agaccccaaa aagagaagcc 
1200 

cccccctgac tgcatcatag 
1260 

ggaggcccag ggcccagaaa 
1320 

attccaagac acattcacgt 
1380 - 
ccaggcccag" tgggagcagg 
1440 

gagcttcctg tcccatatat 
1500 

ggtggcagtc ctgctggacc 
1560 

cgtggagcac aggagatctg 
1620 

ttcagaagat gagtggcgac 
1680 

acaagctgct gctgctccaa 
1740 

atgggctgcc gcaccaagcc 
1800 

tggggcccca gcacttgcct 
1860 

cccggctccc atccccagct 
1920 

tggtgcagcc tcagccaggg 
1980 

ctcgagctct gcctgcctgt 
2040 

ttcccggggc caggacaagg 
2100 

ccagaagact attcagaccg 
2160 

caaaagccca aaaaaaaaaa 
2220 

aaaaaaaaaa aaaaaaaaaa 
2244 

< 210 > 2442 


cagaaggcct gcaggtggaa 
ggcccctgga ggagcttctg 
tgcagacacc tgcggttgtt 
aaacgtccac aggacaacac 
tcacagacag acatctcctg 
caatttcctc tgtgtcacga 
aagagacaga aggtggcgtg 
tagcgaagaa gggcaggaag 
tcgactcaga caacttcaag 
tgctaactcc tgtctccatc 
cgcgatgggc gggacatctg 
ccctgggcag ctgcagcggt 
tagtggagag attggtcgcc 
tggcacggtc ctaccagagc 
ttggccgttg ggaagccaat 
gaggcggtga accaaggcga 
agctccgagc tccttcccac 
atcgggtagt gcaggcctgg 
ctgcccttgg ctctgcccct 
cccagctcgc tctccccttc 
accctccccc agcgacttcc 
gtgcgccatg gggtctgcgt 
gcggcctccc cttggcggcg 
tgagcctgtt tttgatttga 
aaaaaaaaaa aaaaaaaaaa 
aaaa 


gagaaggagc gccctgtgca 
cagccgctat tccccctgct 
gccgattcag ggaagtcgaa 
agcacagtcc agcctgaggt 
gagctgccac tggaaggtct 
gaattttctc ttcaaatgct 
aaaaaggagg gaagaagcag 
ggcagcatcc cccggaccat 
ttcgtcgtgg acccatacga 
acccaagaca ttttggaaag 
ggaagcaagc actttcccag 
ttcttcttct atggaatgga 
atgaacttgc aagagtgcca 
ttgaagaggc acatggagag 
tggagaaaeg gtgcgtctcc 
ggcttctcag accttgaagg 
cacgctcaac ttggtcctgt 
acctgcctcc catcagctgc 
ctgccaaccc atccccacct 
ctgggcctct ccccagccct 
cgcaaggcag ccgcctggac 
cggggctgga gctgcgtctc 
ctggtgctga gttgcttaga 
gtgttccact aaacaaacaa 
aaaaaaaaaa aaaaaaaaaa 
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<211> 168 
<212 > PRT 
<2 13 > Homo sapiens 


<4 00> 2442 


Met Glv 

Cys 

Arg 

Thr 

Lys 

Pro 

Ser 

Gly 

Ser 

Ala Gly Leu 

Asp 

Leu 

Pro 

1 




5 





10 





15 


Pro 

lie 

Ser 

Cys 

Trp 

Gly 

Pro 

Ser 

Thr 

Cys 

Leu 

Cys 

Pro 

Trp 

Leu Cys 




20 





25 





30 



Pro 

Ser 

Ala 

Asn 

Pro 

Ser 

Pro 

Pro 

Pro 

Gly 

Ser 

His 

Pro 

Gin 

Leu 

Pro 



35 





40 





45 




Ala Arg 

Ser 

Pro 

Leu 

Pro 

Gly 

Pro 

Leu 

Pro 

Ser 

Pro 

Trp 

Cys 

Ser 

Leu 


50 





55 





60 





Ser 

Gin 

Gly 

Pro 

Ser 

Pro 

Ser 

Asp 

Phe 

Pro 

Gin Gly 

Ser 

Arg 

Leu Asp 

65 




70 





75 





80 

Leu 

Glu 

Leu 

Cys 

Leu 

Pro 

Val 

Cys 

Ala 

Met 

Gly Ser 

Ala 

Ser 

Gly Leu 




85 





90 





95 


Glu 

Leu 

Arg 

Leu 

Phe 

Pro 

Gly 

Pro 

Gly 

Gin 

Gly Arg 

Pro 

Pro 

Leu Gly 




100 





105 





110 



Gly Ala 

Gly 

Ala 

Glu 

Leu 

Leu 

Arg 

Pro 

Glu 

Asp Tyr 

Ser 

Asp 

Arg 

Glu 



13.5 





120 





125 




Pro 

Val 

Phe 

Asp 

Leu 

Ser 

Val 

Pro 

Leu 

Asn 

Lys 

Gin 

Gin 

Lys 

Pro 

Lys 


130 





135 





140 





Lys 

Lys 

Lys 

Lys 

Lys 

Lys 

Lys 

Lys 

Lys 

Lys 

Lys 

Lys 

Lys 

Lys 

Lys 

Lys 

145 





150 





155 





160 

Lys 

Lys 

Lys 

Lys 

Lys 

Lys 

Lys 

Lys 










165 


<210> 2443 

<211> 361 

<212> DNA 

<213 > Homo sapiens 

<400> 2443 . 

nccgtgcgcg ctatcttgcg tcgtacgccg tccagggaag atgaaaaaat gctacaaacg 
60 

gccgatggac gattgcgcat tgatatcgaa tccatgcgca cctttgtaga gggcaaagaa 
120 

gtccatttga cgaaaaacga atttttaatt gtgcagactt tgtttacgca ccccaataag 
180 

atctatacgc gcgatgaaat tatcgaagtc accttcggaa tggattatga ggcctttgac 
240 

cgtgccattg atacccatat caaaaacatt cgccagaaga ttgaagcgga tccgaaaaac 
300 

cccgtctata tccgcacggt ttatggtgtc gggtatctgc ccggaggctt tgatgaagct 

360 
t 

361 

<210> 2444 
< 211 > 120 
<212 > PRT 

<213 > Homo sapiens 
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<400> 2444 

Xaa Val Arg Ala He Leu Arg Arg Thr Pro Ser Arg Glu Asp Glu Lys 
15 10 15 

Met Leu Gin Thr Ala Asp Gly Arg Leu Arg lie Asp lie Glu Ser Met 
20 25 30 

Arg Thr Phe Val Glu Gly Lys Glu Val His Leu Thr Lys Asn Glu Phe 
35 40 45 

Leu lie Val Gin Thr Leu Phe Thr His Pro Asn Lys lie Tyr Thr Arg 
50 55 60 

Asp Glu lie lie Glu Val Thr Phe Gly Met Asp Tyr Glu Ala Phe Asp 

65 70 75 80 

Arg Ala lie Asp Thr His lie Lys Asn lie Arg Gin Lys lie Glu Ala 

85 90 95 

Asp Pro Lys Asn Pro Val Tyr lie Arg Thr Val Tyr Gly Val Gly Tyr 
100 105 HO 

Leu Pro Gly Gly Phe Asp Glu Ala 
115 120 

<210> 2445 

<211> 403 

<212> DNA 

<213 > Homo sapiens 

<400> 2445 

agatctgttg aatgaagcag gtgccactta gacattcact tcactgactc caaccacaac 
60 

ctccccttca tttgatatcc tgctcttggc agaaggatgg agaaagagca tcgcacaaag 
120 

aggaagcatg tttatcctgt tcagattact gcttctgcca ggctgctgct gctgttgggt 
180 

tctgcacatt tgctctttat taagcaaatg tcagagctgg gtgctggcaa gggaatcccc 
240 

tgtatttaca caggtaaacc tgagagccag agggccccaa accatcctgg ctgcgaggga 
300 

caagctatta gagttaataa cagtgcactg gcattccttc aaaatcctaa tggaagcata 
360 

aataaaaaga ggaaagtccc ctttacccaa gaacctgaaa aan 
403 

<210 > 2446 
< 2 11 > 102 
<212> PRT 

<213 > Homo sapiens 
<4 00> 2446 

Met Glu Lys Glu His Arg Thr Lys Arg Lys His Val Tyr Pro Val Gin 
15 10 15 

lie Thr Ala Ser Ala Arg Leu Leu Leu Leu Leu Gly Ser Ala His Leu 
20 25 30 

Leu Phe lie Lys Gin Met Ser Glu Leu Gly Ala Gly Lys Gly lie Pro 
35 40 45 

Cys lie Tyr Thr^Gly Lys Pro Glu Ser Gin Arg Ala Pro Asn His Pro 
50 55 60 

Gly Cys Glu Gly Gin Ala lie Arg Val Asn Asn Ser Ala Leu Ala Phe 
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65 70 75 80 

Leu Gin Asn Pro Asn Gly Ser lie Asn Lys Lys Arg Lys Val Pro Phe 
85 90 95 

Thr Gin Glu Pro Glu Lys 
100 

<210> 2447 
<211> 744 
<212> DNA 

<213> Homo sapiens 
<400> 2447 

nacgcgtcga ggtttgccag tcacgggttg cgggtggggc aggtactact caccgtcaat 
60 

gacctggtgc ggcccacttc gtaccgcaat gcctggtcaa ccctcgacac tttgctgggg 
120 

ttgggcgtcg tgccgatcgt caacgagaac gacacggtcg ccaccggaga aattcggttt 
180 

ggcgataatg atcggcttgc tgccctggta gccgagctgg tgcgcgctca agccctcatt 
240 

ctgctctctg acgttgacgc cttgtacacc gcccatccgg attcaccgga tgctcgtcgc 
300 

gtggaggttg tggaggacat cgatgcattg gatgtcgata cccataaagc tggttcgggg 
360 

gtgggaaccg gcggcatgac cacgaaactt gaagccgccc gaatggccac ctgtgccggg 
420 

gtaccggtgg tactcgcagc ggcggtggat gccccggacg ttctggctgg tgcccccgtg 
480 

ggtacctact tccgcccgct ggcgacgcga cggccccgac ggttgctgtg gttggccgac 
540 

gctgccaccc cgcagggaca gatcgtcatc gacgacggag ctgtcgaagc tttgacacag 
600 

cgtcattcct cgttgttggc ggtgggtgtg actcgggtac acggggattt ccaagcaggc 
660 

gacccagtga cgatcctggc ctccgacggt: cgagttgttg gtcgcggtat cgcccagttc 
720 

tcccatgatg aggtgcgcgt catg 
744 

<210> 2448 
<211> 248 
<212> PRT 

<213 > Homo sapiens 
<400 > 2448 

Xaa Ala Ser Arg Phe Ala Ser His Gly Leu Arg Val Gly Gin Val Leu 
15 10 15 

Leu Thr Val Asn Asp Leu Val Arg Pro Thr Ser Tyr Arg Asn Ala Trp 
20 25 30 

Ser Thr Leu Asp Thr Leu Leu Gly Leu Gly Val Val Pro He Val Asn 
35 40 45 

Glu Asn Asp Thr Val Ala Thr Gly Glu lie Arg Phe Gly Asp Asn Asp 
50 55 50 

Arg Leu Ala Ala Leu Val Ala Glu Leu Val Arg Ala Gin Ala Leu lie 
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65 70 75 80 

Leu Leu Ser Asp Val Asp Ala Leu Tyr Thr Ala His Pro Asp Ser Pro 
85 90 95 

Asp Ala Arg Arg Val Glu Val Val Glu Asp He Asp Ala Leu Asp Val 
100 105 HO 

Asp Thr His Lys Ala Gly Ser Gly Val Gly Thr Gly Gly Met Thr Thr 
115 120 125 

Lys Leu Glu Ala Ala Arg Met Ala Thr Cys Ala Gly Val Pro Val Val 
130 135 140 

Leu Ala Ala Ala Val Asp Ala Pro Asp Val Leu Ala Gly Ala Pro Val 

145 150 155 160 

Gly Thr Tyr Phe Arg Pro Leu Ala Thr Arg Arg Pro Arg Arg Leu Leu 

165 170 175 

Trp Leu Ala Asp Ala Ala Thr Pro Gin Gly Gin lie Val lie Asp Asp 
180. 185 190 

Gly Ala Val Glu Ala Leu Thr Gin Arg His Ser Ser Leu Leu Ala Val 
195 . 200 205 

Gly Val Thr Arg Val His Gly Asp Phe Gin Ala Gly Asp Pro Val Thr 
210 215 220 

lie Leu Ala Ser Asp Gly Arg Val Val Gly Arg Gly lie Ala Gin Phe 

225 230 235 240 

Ser His Asp Glu Val Arg Val Met 
245 

<210> 2449 , ' 

<211> 296 
<212> DNA 

<213> Homo sapiens 
<400> 2449 

gtgcactttg ttacagccct ggaacatgaa cacatgccgt catcaactcc ccaaaatctc 
60 

ctactgctct cccctcctcc ctgggccctg tcctatcccc agaggccaga caggccttcc 
120 

tcgcatgcaa gagtctccct cgccctgccg gacagtggcc tccatctacc tgcctgtctt 
180 

gctggactcc agaacactcc agtcctttcc cccttggggg ttgggggggg cccccccttt 
240 

ttttcccccc ctttccctct tcattccaca ggaggccagc ctcaacatcc ccnccc 
296 

<210> 2450 
<211> 90 
<212> PRT 

<213> Homo sapiens 
<400> 2450 

Met Asn Thr Cys Arg His Gin Leu Pro Lys lie Ser Tyr Cys Ser Pro 
15 10 15 

Leu Leu Pro Gly Pro Cys Pro lie Pro Arg Gly Gin Thr Gly Leu Pro 
20 25 30 

Arg Met Gin Glu Ser Pro Ser Pro Cys Arg Thr Val Ala Ser lie Tyr 
35 40 45 

Leu Pro Val Leu Leu Asp Ser Arg Thr Leu Gin Ser Phe Pro Pro Trp 
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50 55 60 

Gly Leu Gly Gly Ala Pro Pro Phe Phe Pro Pro Leu Ser Leu Phe He 
65 70 75 80 

Pro Gin Glu Ala Ser Leu Asn lie Pro Xaa 
85 90 

<210> 2451 

<211> 589 

<212> DNA 

<213 > Homo sapiens 

<4 00> 2451 

nacgcgtgac tggattgctc aacgggtgag gaatcgagcg gttacgatgt cgggccgatc 
60 

tgcaacgatg atcttgtgag cgatgtattg accggtgtgt gggccgatct tgtgggccag 
120 

gagaaggctg tcggggtcct gcgtcgtgcc gccgaatcgc agccggggcg ctcgtcccat 
180acgcatggct cattacgggt ccgcctggat caggtcggtc gaatgctgcg 240 

aaggcctttg cagcggcgct acagtgcgtc gaccatggat gcgggcagtg caatgcctgt 
300 

cgaaccngcc tgtcaggcgc ccatcctgac gtcaccctcg tgcgtactga ggcgctgtct 
360 ; 

attggcgtcg attgaggtcg tgaaatgggt ttgttcgagc gggcgatgaa ttcgggtccc 
420 

cggggcgtcc ccagggttgt cgtcgtcgaa gatgccgacc gcatcactga acgcggagct 
- 480 

gacgccttgc ttaaagctat cgaggagcct gcgccgaaaa ccgtctggtt gctgtgtgcc 
540 

cctactccag aggacgtcat cgtcacgatc aggtcgagat gtcggcgcc 
589 

<210 > 2452 
< 211 > 121 
<212 > PRT 

<213 > Homo sapiens 
<400> 2452 

Leu Asp Cys Ser Thr Gly Glu Glu Ser Ser Gly Tyr Asp Val Gly Pro 
1 5 10 

lie Cys Asn Asp Asp Leu Val Ser Asp Val Leu Thr Gly Val Trp Ala 
20 25 30 

Asp Leu Val Gly Gin Glu Lys Ala Val Gly Val Leu Arg Arg Ala Ala 
35 40 45 

Glu Ser Gin Pro Gly Arg Ser Ser His Ala Met Ser His Ala Trp Leu 
50 55 60 

lie Thr Gly Pro Pro Gly Ser Gly Arg Ser Asn Ala Ala Lys Ala Phe 

65 70 75 80 

Ala Ala Ala Leu Gin Cys Val Asp His Gly Cys Gly Gin Cys Asn Ala 

85 90 95 

Cys Arg Thr Xaa Leu Ser Gly Ala His Pro Asp Val Thr Leu Val Arg 
100 105 110 

Thr Glu Ala Leu Ser lie Gly Val Asp 
115 120 
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<210> 2453 

<211> 695 

<212> DNA 

<213 > Homo sapiens 

<4 00> 2453 

nnacgcgtca gccatctgtg agtgctcaca ctatacacac atccccgggc acactcaggg 
60 

agattcacac attcctacga gcacacatgt gcctgcatga gttattcccc atgtgaacac 
120 

acaggttggc acacgcacat gcccctgggt atgctcatgt ccattcatcc atcccagcct 
180 

gtgcacgtcc tctcactcct gtgttcacac ctatgcccaa atgaaccaag ggacacacat 
240 

gcacaccctt atgtggtgca cacacactcg tgcacacgga gccacaccag cacatgctca 
300 

gaggcatttg tgtgcgtggg catttgcagc atgactcaga acggagtatg gggtggcgcg 
360 

gcgtggctgg ggaggtccca tcagcccgcc tctgaaaccc tcccaacctg cccatcctgg 
420 

cccaggcact gtgtctccgg cttgggcttc agccccggac cccaggacac cccggacaaa 
480 

gaggagctgc tctcgtctga agcctgctac gaatgcagga tcaatggcct ctcccctcgg 
540 

gaccggccac gacgcagtgc ccacagggac caccaggtga catgggtgct gcactaggca 
600 

ggggtggcca gggaatgggt gagtgtggga aagaggctgt ggacccgact tagtcatgtc 
66 0 

agccccccga agaaggagca ccaggctcca gatct 
695 

<210> 2454 
<2 11> 166 
<212> PRT 

<213> Homo sapiens 
<400> 2454 


Met 

Ser 

Tyr 

Ser 

Pro 

Cys 

Glu 

His 

Thr Gly 

Trp 

His 

Thr 

His 

Met 

Pro 

l 




5 





10 





15 


Leu Gly 

Met 

Leu 

Met 

Ser 

He 

His 

Pro 

Ser 

Gin 

Pro 

val 

His 

Val 

Leu 




20 





25 





30 



Ser 

Leu 

Leu 

Cys 

Ser 

His 

Leu 

Cys 

Pro 

Asn 

Glu 

Pro 

Arg 

Asp 

Thr 

His 



35 





40 





45 




Ala 

His 

Pro 

Tyr 

Val 

Val 

His 

Thr 

His 

Ser 

Cys 

Thr 

Arg 

Ser 

His 

Thr 


50 





55 





60 





Ser 

Thr 

Cys 

Ser 

Glu 

Ala 

Phe 

Val 

Cys 

Val 

Gly 

lie 

Cys 

Ser 

Met 

Thr 

65 





70 





75 





80 

Gin 

Asn 

Gly 

Val 

Trp 

Gly Gly 

Ala 

Ala 

Trp 

Leu Gly 

Arg 

Ser 

His 

Gin 





85 





90 





95 


Pro 

Ala 

Ser 

Glu 

Thr 

Leu 

Pro 

Thr 

Cys 

Pro 

Ser 

Trp 

Pro 

Arg 

His 

Cys 




100 





105 





110 



Val 

Ser 

Gly 

Leu 

Gly 

Phe 

Ser 

Pro 

Gly 

Pro 

Gin 

Asp 

Thr 

Pro Asp 

Lys 



115 





120 





125 




Glu 

Glu 

Leu 

Leu 

Ser 

Ser 

Glu 

Ala 

Cys 

Tyr 

Glu 

Cys 

Arg 

lie 

Asn 

Gly 
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130 135 140 

Leu Ser Pro Arg Asp Arg Pro Arg Arg Ser Ala His Arg Asp His Gin 
145 150 155 160 

Val Thr Trp Val Leu His 
165 

<210> 2455 
<211> 378 
<212> DNA 

<213> Homo sapiens 
<400 > 2455 

acgcgtcggc agaagcgtca gctgaccgtc ggagccgatc tgtccccagg cgtcgtcagc 
60 

ggaaccgcgc agaaggaaat ccacgcgctg ccgatcatga aggcgctccc catgggcgtc 
120 

aaagaactcg ttctgggcga atcgaagtgg caggacgagt tgatcaacaa cttcatcgtc 
180 

gcgctgtttg caggcgtggt gttgctgttc gcggtgctgg tgctgctgta ccggcgcttg 
240 

ctgccgccgt tcatcaacgt gatgtcgctg gcggtggcac cgctgggcgg gttgatcggc 
3 00 

ctgtggctga ccaacacgcc gatctcgatg ccggtctata tcggcttgat catgctgctc 
360 

ggcatcgtcg ccaagaat 
378 

<210> 2456 
<211> 126 
<212> PRT 

<213 > Homo sapiens 
<400> 2456 


Thr Arg 

Arg 

Gin 

Lys 

Arg 

Gin 

Leu 

Thr 

Val 

Gly Ala 

Asp 

Leu 

Ser 

Pro 

1 



5 





10 





15 


Gly Val 

Val 

Ser 

Gly 

Thr 

Ala 

Gin 

Lys 

Glu 

lie 

His 

Ala 

Leu 

Pro 

lie 


20 





25 





30 



Met Lys 

Ala 

Leu 

Pro 

Met 

Gly 

Val 

Lys 

Glu 

Leu 

Val 

Leu 

Gly Glu 

Ser 


35 





40 





45 




Lys Trp 

Gin 

Asp 

Glu 

Leu 

lie 

Asn 

Asn 

Phe 

lie 

Val 

Ala 

Leu 

Phe 

Ala 

50 





55 





60 





Gly Val 

Val 

Leu 

Leu 

Phe 

Ala 

Val 

Leu 

Val 

Leu 

Leu 

Tyr 

Arg 

Arg 

Leu 

65 




70 





75 





80 

Leu Pro 

Pro 

Phe 

lie 

Asn 

Val 

Met 

Ser 

Leu 

Ala 

Val 

Ala 

Pro 

Leu Gly 




85 





90 





95 


Gly Leu 

He 

Gly 

Leu 

Trp 

Leu 

Thr 

Asn 

Thr 

Pro 

lie 

Ser 

Met 

Pro 

Val 


100 





105 





110 



Tyr lie 

Gly 

Leu 

lie 

Met 

Leu 

Leu 

Gly 

He 

Val 

Ala 

Lys 

Asn 



115 





120 





125 





<210> 2457 
<211> 754 
<212 > DNA 

<213 > Homo sapiens 
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<400> 2457 

cctaggaatt taccaccatc aaagacttac attaaccagc tatccatgaa ctcacctgag 
60 

atgagcgaat gtgacatctt gcacactctg cgatggtctt ctcggctccg gatcagctcc 
120 

tatgtcaact ggataaagga tcaccttatc aaacagggaa tgaaggctga gcatgctagc 
180 

tcgcttctag aactggcatc caccactaag tgtagctcag tgaaatatga tgttgaaata 
240 

gtagaggaat acttcgctcg acagatctca tccttctgta gtatcgactg tgccaccatc 
300 

ttgcagctgc atgaaattcc cagtctgcag tccatctaca cccttgatgc cgcgattcta 
360 

aaaggcccag gtctttttgg gatgagcatt tttctaagat ggctgctgag actgatcctc 
420 

ataagtcgtc tgagattacc aagaacctac ttccagccac gctgcaactc attgacacct 
480 

atgcatcgtt caccagagcc tatttgctgc aaaactttaa tgaagaggga acaactgaga 
540 

aaccttccaa ggagaaactg caaggctttg ctgctgtttt ggctattggc tctagcaggt 
600 

gcaaggcaaa tactctgggt ccgacactgg ttcagaattt gccatcgtca gtgcagactg 
660 

tgtgtgagtc ctggaacaac atcaatacca atgaatttcc caatattgga tcctggcgca 
720 

atgcctttgc caatgacacc atcccttcac gcgt 
754 

<210> 2458 
<211> 236 
<2 12 > PRT 

<213> Homo sapiens 


<4 00> 2458 


Met 

Asn 

Ser 

Pro 

Glu 

Met 

Ser 

Glu 

Cys 

Asp 

lie 

Leu 

His 

Thr 

Leu 

Arg 

1 




5 





10 





15 


Trp 

Ser 

Ser 

Arg 

Leu 

Arg 

lie 

Ser 

Ser 

Tyr 

Val 

Asn 

Trp 

lie 

Lys 

Asp 




20 





25 





30 



His 

Leu 

lie 

Lys 

Gin 

Gly 

Met 

Lys 

Ala 

Glu 

His 

Ala 

Ser 

Ser 

Leu 

Leu 



35 





40 





45 




Glu 

Leu 

Ala 

Ser 

Thr 

Thr 

Lys 

Cys 

Ser 

Ser 

Val 

Lys 

Tyr 

Asp 

Val 

Glu 


50 





55 





60 





He 

Val 

Glu 

Glu 

Tyr 

Phe 

Ala 

Arg 

Gin 

lie 

Ser 

Ser 

Phe 

Cys 

Ser 

lie 

65 





70 





75 





80 

Asp 

Cys 

Ala 

Thr 

lie 

Leu 

Gin 

Leu 

His 

Glu 

lie 

Pro 

Ser 

Leu 

Gin 

Ser 





85 





90 





95 


lie 

Tyr 

Thr 

Leu 

Asp 

Ala 

Ala 

lie 

Leu 

Lys 

Gly 

Pro 

Gly 

Leu 

Phe 

Gly 




100 





105 





110 



Met 

Ser 

lie 

Phe 

Leu 

Arg 

Trp 

Leu 

Leu 

Arg 

Leu 

lie 

Leu 

lie 

Ser 

Arg 



115 





120 





125 




Leu 

Arg 

Leu 

Pro 

Arg 

Thr 

Tyr 

Phe 

Gin 

Pro 

Arg 

Cys 

Asn 

Ser 

Leu 

Thr 


130 





135 





140 





Pro 

Met 

His 

Arg 

Ser 

Pro 

Glu 

Pro 

lie 

Cys 

Cys 

Lys 

Thr 

Leu 

Met 

Lys 
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145 150 155 160 

Arg Glu Gin Leu Arg Asn Leu Pro Arg Arg Asn Cys Lys Ala Leu Leu 

165 170 175 

Leu Phe Trp Leu Leu Ala Leu Ala Gly Ala Arg Gin lie Leu Trp Val 
180 185 190 

Arg His Trp Phe Arg He Cys His Arg Gin Cys Arg Leu Cys Val Ser 
195 200 205 

Pro Gly Thr Thr Ser lie Pro Met Asn Phe Pro lie Leu Asp Pro Gly 
210 215 220 

Ala Met Pro Leu Pro Met Thr Pro Ser Leu His Ala 

225 230 235 

<2 10> 2459 

<211> 382 

<212 > DNA 

<213 > Homo sapiens 

<400 > 2459 

accggtgcac agatcgttct ggccgcgtgc actgccccgc tcaagcaaat cgctatcaac 
60 

gctggtcttg agggcggcgt cgtggctgag aaggtcgctg gtctgcccgc aggacagggc 
120 

ctcaacgcgg ccaatgacga gtatgtcgac atggtagagg ccggcatcat tgacccggcc 
180 

aaggtgaccc gttcggctct gcagaacgcc gcgtccatcg cggccctgtt cctcaccact 
240 

gaagccgtca tcgctgacaa gcccgagcct gttaaggctc ccgctggcgg cggtgatatg 
300 

gacggtatgg gtggcatggg cggcatgatg tgatcgtgta ttgccttcgc tgatttgagt 
360 

gggatgccac tttgccccag gc 
382 

<210> 2460 

< 211 > 110 

<212 > PRT 

<213 > Homo sapiens 

<400> 2460 

Thr Gly Ala Gin He Val Leu Ala Ala Cys Thr Ala Pro Leu Lys Gin 
15 10 15 

lie Ala lie Asn Ala Gly Leu Glu Gly Gly Val Val Ala Glu Lys Val 
20 25 30 

Ala Gly Leu Pro Ala Gly Gin Gly Leu Asn Ala Ala Asn Asp Glu Tyr 
35 40 45 

Val Asp Met Val Glu Ala Gly lie lie Asp Pro Ala Lys Val Thr Arg 
50 55 60 

Ser Ala Leu Gin Asn Ala Ala Ser lie Ala Ala Leu Phe Leu Thr Thr 

65 70 ?5 80 

Glu Ala Val lie Ala Asp Lys Pro Glu Pro Val Lys Ala Pro Ala Gly 

85 90 95 

Gly Gly Asp Met Asp Gly Met Gly Gly Met Gly Gly Met Met 
100 105 HO 
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<210 > 2461 

<211 > 558 

<212 > DNA 

<213 > Homo sapiens 

<400> 2461 

tccggacaaa agggttcaat cgaagtatgg ttagcctttt ccaagtcgcc aggacggacc 
60 

tgcaatgctg tttgtcgtca tgctcggggg caagcaccca cgggctaaaa tcgaaattca 
120 

cgatgtggta ttcgcagtcg cggatacgct gcaacacacc tacacccaat tgcgcgacgg 
180 

ctggttcggc agccctaagg tgtgcatatc gatgcgtgga tggccgtcga tggcgtcgac 
240 

ggctggaaag tcgaactcag ccagatggcg ccgcctgccg acgcgcatca cctgtacttc 
300 

atcaacctcg gcggctacga ggccaacgct tttggcgagg cccatcatta cctgctggtg 
360 

gtcgcccggg acaaacagga agccaagcgc aaggggcagc ggcaaatgtt gcaacactgg 
420 

tcccaggccc acaccgatgg cgtaatggat atcgacgact gcttgccgat tgatctggtg 
480 

gacggtcgct atgttcacct ggtgcaaggc ccgcaccagc cgatcatcca gcacaacgac 
540 

tacatcatcc tgccgcga 
558 

<210 > 2462 

<211> 148 

<212 > PRT 

<213 > Homo sapiens 

<4 00> 2462 


Met 

Val 

Ser 

Leu 

Phe 

Gin 

Val 

Ala 

Arg 

Thr 

Asp 

Leu 

Gin 

Cys 

Cys 

Leu 

1 




5 





10 





15 


Ser 

Ser 

Cys 

Ser 

Gly 

Ala 

Ser 

Thr 

His Gly 

Leu 

Lys 

Ser 

Lys 

Phe 

Thr 




20 





25 





30 



Met 

Trp 

Tyr 

Ser 

Gin 

Ser 

Arg 

He 

Arg 

Cys 

Asn 

Thr 

Pro 

Thr 

Pro 

Asn 



35 





40 





45 




Cys 

Ala 

Thr 

Ala 

Gly 

Ser 

Ala 

Ala 

Leu 

Arg 

Cys 

Ala 

Tyr 

Arg 

Cys 

Val 

50 





55 





60 





Asp 

Gly 

Arg 

Arg 

Trp 

Arg 

Arg 

Arg 

Leu 

Glu 

Ser 

Arg 

Thr 

Gin 

Pro 

Asp 

65 





70 





75 





80 

Gly 

Ala 

Ala 

Cys 

Arg 

Arg 

Ala 

Ser 

Pro 

Val 

Leu 

His 

Gin 

Pro 

Arg 

Arg 





85 





90 





95 


Leu 

Arg 

Gly 

Gin 

Arg 

Phe 

Trp 

Arg 

Gly 

Pro 

Ser 

Leu 

Pro 

Ala 

Gly 

Gly 




100 





105 





110 



Arg 

Pro 

Gly 

Gin 

Thr 

Gly Ser 

Gin 

Ala 

Gin 

Gly Ala 

Ala 

Ala 

Asn 

Val 



115 





120 





125 




Ala 

Thr 

Leu 

Val 

Pro 

Gly Pro 

His 

Arg 

Trp 

Arg Asn 

Gly 

Tyr 

Arg 

Arg 


130 135 140 

Leu Leu Ala Asp 
145 
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<210> 2463 
<211> 333 
<212> DNA 

<213 > Homo sapiens 
<4 00 > 2463 

cccagggggt aagccatgag cctgttgagc caagtggccc 
60 

ttcggcctgc tgattattct gttatacgtc gcgctggcgc 
120 

ccctatggcg aaacccaggt ggtgggtgaa ggcttcgcgc 
180 

ctgggcaccg ataacctggg gcgcgacatg ttcagccgcc 
240 

accttgggca ttgccttcct gacgacgacg ctggcgtttc 
300 

ttggtcgcgg cgatcaaggg cggttgggtc gac 
333 


gggcgccgtt gagcgccaag 
tgtgngcgcc gctgctggcg 
cgtggagcgg ccagtttttg 
tgatgtacgg cgcgcgcaat 
tgctcggtgg tttgagcggt 


<210> 2464 
<211> 106 
<212> PRT 

<213> Homo sapiens 
<400> 2464 


Met 

1 

Ser 

Leu 

Leu 

Gly 

Leu 

Leu 

lie 

20 

Leu 

Leu 

Ala 

35 

Pro 

Pro 

Trp 

50 

Ser 

Gly 

Met 

65 

Phe 

Ser 

Arg 

Phe 

Leu 

Thr 

Thr 

Val 

Ala 

Ala 

He 

100 


10 


25 


40 


55 


70 


75 


Leu Ser 

Ala Leu 

Gly Glu 
45 

Asn Leu 
60 

Thr Leu 
Gly Leu 


85 


90 


Ala Lys Phe 
15 

Xaa Ala Pro 
30 

Gly Phe Ala 

Gly Arg Asp 

Gly lie Ala 
80 

Ser Gly Leu 
95 


105 


<210> 2465 
<211> 434 
<212> DNA 

<213> Homo sapiens 
<400> 2465 

nntcatgagg acatttccct catatttggt ggtggtaaat 
60 

atgaccagag gctggcggcc cacctggcag gaacagatgc 
120 

ccccttgagc gggtggctct gtgcctcttt ctgcactgct 
180 

gggtgatgga taccggctgc cagagatggc tcaggtgcca 
240 


ccctcctggg acacggggaa 
cagctctgct gcagccatcg 
ggtgggtggt gctgttggct 
gctgctgggc tatctcaggc 
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actggctgct gggctatctc gggtgccggc tgctgggcta tctcaggcgc tggctgctgc 
300 

tgggctgtct cgggtgctgg ctgttgggac gtctcctgtc ctggcactgg gctctcgggt 
360 

gctgggtgcc agctgctgcc taccttgcac tgggctctgg gcactcactg cactcgggct 
420 

tttccatctc cgac 
434 

<210> 2466 
<211> 82 
<212> PRT 

<213> Homo sapiens 

<400> 2466 
Trp lie Pro Ala 
1 

Ser Gly Thr Gly 
20 

Ser Gly Ala Gly 
35 

Val Ser Cys Pro 
50 

Pro Thr Leu His 
65 

Ser Pro 


<2 10> 2467 
<211> 306 
<212> DNA 
<213> Homo sapiens 

<400> 2467 

atggactcca ccggcaccgg agcagggggt aaggggaaga agggagcggc cgggcgcaag 
60 

gtcggcgggc caaggaagaa gtcggtgtcg aggtccgtga aggccggtct ccagttcccc 
120 

gtcggccgca tcgggcgcta cttgaagaag ggccgctacg cgcagcgtgt cggcaccggc 
180 

gcccccgtct acctcgccgc tgtcctcgaa tacctcgccg ctgaggttct ggagctcgcc 
240 

ggtaatgctg ccagggacaa caagaagact cgcattattc cgcgccacgt gcttctggcg 
300 

atccgg 

306 

<210> 2468 
< 21 1 > 102 
<212 > PRT 

<213 > Homo sapiens 
<400> 2468 

Met Asp Ser Thr Gly Thr Gly Ala Gly Gly Lys Gly Lys Lys Gly Ala 


Ala Arg Asp Gly Ser Gly 
5 10 
Cys Trp Ala lie Ser Gly 
25 

Cys Cys Trp Ala Val Ser 
40 

Gly Thr Gly Leu Ser Gly 
55 

Trp Ala Leu Gly Thr His 
70 


Ala Ser Cys Trp Ala lie 
15 

Ala Gly Cys Trp Ala He 
30 

Gly Ala Gly Cys Trp Asp 
45 

Ala Gly Cys Gin Leu Leu 
60 

Cys Thr Arg Ala Phe Pro 
75 80 
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1 5 10 15 


Ala Gly 

Arg 

Lys 

Val 

Gly 

Gly 

Pro 

Arg 

Lys 

Lys 

Ser 

Val 

Ser 

Arg 

Ser 




20 





25 





30 



Val 

Lys 

Ala 

Gly 

Leu 

Gin 

Phe 

Pro 

Val 

Gly Arg 

lie Gly Arg 

Tyr Leu 



35 





40 





45 




Lys 

Lys 

Gly 

Arg 

Tyr 

Ala 

Gin 

Arg 

Val 

Gly 

Thr 

Gly Ala 

Pro 

Val 

Tyr 


50 





55 





60 





Leu 

Ala 

Ala 

Val 

Leu 

Glu 

Tyr 

Leu 

Ala 

Ala 

Glu 

Val 

Leu 

Glu 

Leu 

Ala 

65 





70 





75 





80 

Gly Asn 

Ala 

Ala 

Arg 

Asp 

Asn 

Lys 

Lys 

Thr 

Arg 

lie 

lie 

Pro 

Arg His 





85 





90 





95 


Val 

Leu 

Leu 

Ala 

He 

Arg 












100 

<210> 2469 

<211> 489 

<212> DNA 

<213> Homo sapiens 

<4 00> 2469 

gccggcgtgg cacatggctt ccctgaagcc agcattgccc tggccaagga agctttgcag 
60 

aacagatgag atttcagctg ggacttgcag ccaagtggga tttggccttt tggggagaag 
120 

ggaaagggca ttcaaaggcc agggacagag tatggtcaaa ggcatggaga tgaggaagag 
180 

gggaccagag cagagggtca ggttggaaag cgagttgggg tcaatctgca aaggggctga 
240 

cgtgccaggt aaaaaacagg agcacagttt agttttgtcg gatcatttca ggtggaaggg 
300 

cagtgggaat gttggagaaa acactttttg gtgtcgttac attgaatctg ctcatctata 
360 

agaataaaac tttatttcat agagttattg tatggctcaa aataggtatg aagaattaag 
420 

aaaaagaatt ttagatttaa aatgaaaagg cacctacaaa agtagagtgg tagagttacc 
480 

aacgtggag 

489 

<210> 2470 

<211> 115 

<212> PRT 

<213 > Homo sapiens 


<400> 2470 


Met 

Ala 

Ser 

Leu 

Lys 

Pro 

Ala 

Leu 

Pro 

Trp 

Pro 

Arg 

Lys 

Leu 

Cys Arg 

l 




5 





10 





15 


Thr Asp 

Glu 

lie 

Ser 

Ala 

Gly 

Thr 

Cys 

Ser 

Gin 

Val 

Gly Phe Gly 

Leu 




20 





25 





30 



Leu Gly Arg Arg 

Glu 

Arg 

Ala 

Phe 

Lys 

Gly Gin 

Gly 

Gin 

Ser 

Met 

Val 



35 





40 





45 




Lys 

Gly Met 

Glu 

Met 

Arg 

Lys 

Arg 

Gly 

Pro 

Glu 

Gin 

Arg 

Val 

Arg 

Leu 


50 





55 





60 





Glu 

Ser 

Glu 

Leu 

Gly 

Ser 

lie 

Cys 

Lys Gly Ala 

Asp 

Val 

Pro Gly Lys 
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65 70 75 80 

Lys Gin Glu His Ser Leu Val Leu Ser Asp His Phe Arg Trp Lys Gly 
85 90 95 

Ser Gly Asn Val Gly Glu Asn Thr Phe Trp Cys. Arg Tyr He Glu Ser 
100 105 110 

Ala His Leu 
115 

<210> 2471 
<211> 779 
<212> DNA 

<213 > Homo sapiens 
<400> 2471 

tggccatcct ccgtgacatg tacacttcca atatgccggt gtttgagccg ttcatagatc 
60 

ctcacatggt ggcccttgac ttctttcaca gtgaggacct ctgcttcatg aggctcataa 
120 

gaagaggagc taaggactat tttgtcatgg gggcgccaat ccactgcatc ttctactata 
180 

attctctcat ttcctgaggc aatatcagct ccaagatgtg tccaggagtt cttaggataa 
240 

gcactgtaaa gatgaacttt cccataaacc ccaattgttc ctgggtcaat atgaattcca 
300 

ttcatacggt cacaaaagac tccctctgag gctctaagga gaatcagaag cttttgttcc 
360 

ttttctaagg gattttctaa agtaccaact ttcagctccc cgcctgcaat gaccatgcat 
420 

gccacactca gaacattgct tctgtccaca gggaagtcta aggtccccat cacatacagc 
480 

cctttgaaga attggaaaat ctgtatccac aaggacagtt ctgttgggta aaatgagaac 
540 

gtcatcccca gggcctggaa tggtattgtt gtatcctccc cagccttctt caacaccttg 
600 

ccatgtttca gggagggacc attttaaagc tgattcaggg gcagaggtag aagctgaaat 
660 

agttgggggc ataccttcct tcacccggag aatgacttga acttggcctt cacctaaaac 
720 

cagataggtg agttgcctca gctggctatt gaagaaccag tcacagcctt ggttctggc 
779 

<210> 2472 
<211> 181 
<212> PRT 

<213> Homo sapiens 


<400> 2472 


Met Thr 

Phe 

Ser 

Phe 

Tyr Pro 

Thr 

Glu 

Leu 

Ser 

Leu 

Trp 

lie 

Gin 

lie 

1 



5 




10 





15 


Phe Gin 

Phe 

Phe 

Lys 

Gly Leu 

Tyr 

Val 

Met 

Gly Thr 

Leu 

Asp 

Phe 

Pro 



20 




25 





30 



Val Asp Arg 

Ser 

Asn 

Val Leu 

Ser 

Val 

Ala 

Cys 

Met 

Val 

lie 

Ala 

Gly 


35 




40 





45 




Gly Glu 

Leu Lys 

Val 

Gly' Thr 

Leu 

Glu 

Asn 

Pro 

Leu 

Glu 

Lys 

Glu 

Gin 
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50 55 60 

Lys Leu Leu He Leu Leu Arg Ala Ser Glu Gly Val Phe Cys Asp Arg 

65 70 75 80 

Met Asn Gly lie His lie Asp Pro Gly Thr lie Gly Val Tyr Gly Lys 

85 90 95 

Val His Leu Tyr Ser Ala Tyr Pro Lys Asn Ser Trp Thr His Leu Gly 
100 105 110 

Ala Asp lie Ala Ser Gly Asn Glu Arg lie lie Val Glu Asp Ala Val 
115 120 125 

Asp Trp Arg Pro His Asp Lys He Val Leu Ser Ser Ser Ser Tyr Glu 
130 135 140 

Pro His Glu Ala Glu Val Leu Thr Val Lys Glu Val Lys Gly His His 

145 150 155 160 

Val Arg lie Tyr Glu Arg Leu Lys His Arg His lie Gly Ser Val His 

165 170 175 

Val Thr Glu Asp Gly 
180 

<210> 2473 
<2ll> 698 
<212> DNA 

<213> Homo sapiens 
<400> 2473 

nngtgcacca agaaatggca gcctgacaag ctggtggtgg tatggactcg gcggaaccga 
60 

cgcatctgct ccaaggccca cagctggcag ccgnnggcat ccagaaccca taccggggca 
120 

ccgtggtgtg gatggtacnc tgagaatgtg gacatctctg tgaccctcta cagggacccc 
180 

cacgtggacc agtatgaggc caaagagtgg acatttatta ttgaaaatga gtctaagggg 
240 

cagcggaagg tgctggccac ggccgaggtg gacctggccc gccatgccag ggcccgtgcc 
300 

ntgtccaagt ccncactgag gctgcggctg aagccaaagt cagtgaagac ggtgcaggct 
360 

gagctgag cc tcactctttc cggggtgctg ctgcgggagg gccgtgccac ggacgatgac 
420 

atgcagagtc tcgcaagcct catgagtgtg aagcctagtg atgtgggcaa cttggatgac 
480 

tttgctgaga gtgatgaaga tgaggctcat ggcccaggag ccccggaggc ccgggctcga 
540 

gtcccccagc caggtgggct cacagcctgc tgtggatcga gactgccaag acctggggag 
600 

ggagggttac ccgggccacc agccacttgc tgtgcccgcc ctgtgatggg aactcattac 
660 

tgcccaggca gtcccaacca acccagcagc ctcaattg 
698 

<210> 2474 
<211> 232 
<212> PRT 

<213 > Homo sapiens 
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<400> 2474 

Xaa Cys Thr Lys Lys Trp Gin Pro 
1 5 

Arg Arg Asn Arg Arg lie Cys Ser 
20 

Ala Ser Arg Thr His Thr Gly Ala 
35 40 

Asn Val Asp He Ser Val Thr Leu 
50 55 

Tyr Glu Ala Lys Glu Trp Thr Phe 
65 70 

Gin Arg Lys Val Leu Ala Thr Ala 
85 

Arg Ala Arg Ala Xaa Ser Lys Ser 
100 

Lys Ser Val Lys Thr Val Gin Ala 
115 120 

Val Leu Leu Arg Glu Gly Arg Ala 
130 135 

Ala Ser Leu Met Ser Val Lys Pro 
145 150 

Phe Ala Glu Ser Asp Glu Asp Glu 
165 

Ala Arg Ala Arg Val Pro Gin Pro 
180 

Ser Arg Leu Pro Arg Pro Gly Glu 
195 200 

Thr Cys Cys Ala Arg Pro Val Met 
210 215 

Pro Asn Gin Pro Ser Ser Leu Asn 
225 230 

<210> 2475 
<211> 1251 
<212 > DNA 

<213> Homo sapiens 


Asp Lys Leu Val Val Val Trp Thr 
10 15 

Lys Ala His Ser Trp Gin Pro Xaa 
25 30 

Pro Trp Cys Gly Trp Tyr Xaa Glu 
45 

Tyr Arg Asp Pro His Val Asp Gin 
60 

lie lie Glu Asn Glu Ser Lys Gly 
75 80 

Glu Val Asp Leu Ala Arg His Ala 
90 95 

Xaa Leu Arg Leu Arg Leu Lys Pro 
105 HO 

Glu Leu Ser Leu Thr Leu Ser Gly 
125 

Thr Asp Asp Asp Met Gin Ser Leu 
140 

Ser Asp Val Gly Asn Leu Asp Asp 
155 160 

Ala His Gly Pro Gly Ala Pro Glu 
170 175 

Gly Gly Leu Thr Ala Cys Cys Gly 
185 190 

Gly Gly Leu Pro Gly Pro Pro Ala 
205 

Gly Thr His Tyr Cys Pro Gly Ser 
220 


<400> 2475 

ngcgcgcccg agatgcaggt 
60 

agccccctcc tggcctgctg 
120 

ggctcggcca cgggctgccc 
180 

tgccaccgca agcgctttgt 
240 

gacctaggca agaaccgcat 
300 

ctggaggagc tggagctcaa 
360 

aacctcttca acctccggac 
420 

ggcgtcttca ctggcctcag 
480 


gagcaagagg atgctggcgg 
gcagcccatc ctcctgctgg 
gccccgctgc gagtgctccg 
ggcagtcccc gagggcatcc 
caaaacgctc aaccaggacg 
cgagaacatc gtgagcgccg 
gctgggtctc cgcagcaacc 
caacctgacc aagctggaca 


ggggcrgtgag gagcatgccc 
tgctgggctc agtgctgtca 
cccaggaccg cgctgtgctg 
ccaccgagac gcgcctgctg 
agttcgccag cttcccgcac 
tggagcccgg cgccttcaac 
gcctgaagct catcccgcta 
tcagcgagaa caagatcgtt 
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atcctactgg actacatgtt tcaggacctg tacaacctca agtcactgga ggttggcgac 
540 

aatgacctcg tctacatctc tcaccgcgcc ttcagcggcc tcaacagcct ggagcagctg 
600 

acgctggaga aatgcaacct gacctccatc cccaccgagg cgctgtccca cctgcacggc 
660 

ctcatcgtcc tgaggctccg gcacctcaac atcaatgcca tccgggacta ctccttcaag 
720 

aggctgtacc gactcaaggt cttggagatc tcccactggc cctacttgga caccatgaca 
780 

cccaactgcc tctacggcct caacctgacg tccctgtcca tcacacactg caatctgacc 
840 

gctgtgccct acctggccgt ccgccaccta gtctatctcc gcttcctcaa cctctcctac 
900 

aaccccatca gcaccattga gggctccatg ttgcatgagc tgctccggct gcaggagatc 
960 

cagctggtgg gcgggcagct ggccgggtgg agccctgcct tccgcggcct caactacctg 
1020 

cgcgtgctca atgtctctgg caaccagctg accacactgg aggaatcagt cttccactcg 
1080 

gtgggcaacc tggagacact catcctggac tccaacccgc tggcctgcga ctgtcggctc 
1140 

ctgtgggtgt tccggcgccg tggcctacaa acttcaaccg gcagcagccc acgtgcgcca 
1200 

cgcccgagtt tgtccagggg caaggagttc aaggacttcc ctgatgtgct a 
1251 

<210> 2476 

<211> 417 

<212 > PRT 

<213 > Homo sapiens 


<400> 2476 


Xaa 

Ala 

Pro 

Glu 

Met 

Gin 

Val 

Ser 

Lys 

Arg 

Met 

Leu 

Ala 

Gly 

Gly Val 

l 




5 





10 





15 


Arg 

Ser 

Met 

Pro 

Ser 

Pro 

Leu 

Leu 

Ala 

Cys 

Trp 

Gin 

Pro 

lie 

Leu 

Leu 



20 





25 





30 



Leu 

Val 

Leu 

Gly 

Ser 

Val 

Leu 

Ser 

Gly 

Ser 

Ala 

Thr 

Gly 

Cys 

Pro 

Pro 



35 





40 





45 




Arg 

Cys 

Glu 

Cys 

Ser 

Ala 

Gin 

Asp 

Arg 

Ala 

Val 

Leu 

Cys 

His 

Arg 

Lys 


50 





55 





60 





Arg 

Phe 

Val 

Ala 

Val 

Pro 

Glu 

Gly 

lie 

Pro 

Thr 

Glu 

Thr Arg 

Leu 

Leu 

65 





70 





75 





80 

Asp 

Leu 

Gly 

Lys 

Asn 

Arg 

lie 

Lys 

Thr 

Leu 

Asn 

Gin 

Asp 

Glu 

Phe 

Ala 





85 





90 





95 


Ser 

Phe 

Pro 

His 

Leu 

Glu 

Glu 

Leu 

Glu 

Leu 

Asn 

Glu 

Asn 

lie 

Val 

Ser 




100 





105 





110 



Ala 

Val 

Glu 

Pro 

Gly 

Ala 

Phe 

Asn 

Asn 

Leu 

Phe 

Asn 

Leu Arg 

Thr 

Leu 



115 





120 





125 




Gly 

Leu 

Arg 

Ser 

Asn 

Arg 

Leu 

Lys 

Leu 

lie 

Pro 

Leu 

Gly Val 

Phe 

Thr 


130 





135 





140 





Gly Leu 

Ser 

Asn 

Leu 

Thr 

Lys 

Leu 

Asp 

lie 

Ser 

Glu 

Asn 

Lys 

lie 

Val 

145 





150 





155 





160 

He 

Leu 

Leu 

Asp 

Tyr 

Met 

Phe 

Gin 

Asp 

Leu 

Tyr 

Asn 

Leu Lys 

Ser 

Leu 
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165 

Glu Val Gly Asp Asn Asp 
180 

Gly Leu Asn Ser Leu Glu 
195 

Ser lie Pro Thr Glu Ala 
210 

Arg Leu Arg His Leu Asn 
225 230 

Arg Leu Tyr Arg Leu Lys 
245 

Asp Thr Met Thr Pro Asn 
260 

Ser lie Thr His Cys Asn 
275 

His Leu Val Tyr Leu Arg 
290 

Thr lie Glu Gly Ser Met 
305 310 

Gin Leu Val Gly Gly Gin 
325 

Leu Asn Tyr Leu Arg Val 
340 

Leu Glu Glu Ser Val Phe 
355 

Leu Asp Ser Asn Pro Leu 
370 

Arg Arg Arg Gly Leu Gin 
385 390 

Arg Pro Ser Leu Ser Arg 





170 





175 


Leu 

Val 

Tyr 

lie 

Ser 

His 

Arg Ala 

Phe 

Ser 



185 





190 



Gin 

Leu 

Thr 

Leu 

Glu 

Lys 

Cys 

Asn 

Leu 

Thr 


200 





205 




Leu 

Ser 

His 

Leu 

His Gly 

Leu 

lie 

Val 

Leu 

215 





220 





He 

Asn 

Ala 

lie 

Arg 

Asp 

Tyr 

Ser 

Phe 

Lys 





235 





240 

Val 

Leu 

Glu 

lie 

Ser 

His 

Trp 

Pro 

Tyr 

Leu 




250 





255 


Cys 

Leu 

Tyr 

Gly 

Leu 

Asn 

Leu 

Thr 

Ser 

Leu 



265 





270 

1 


Leu 

Thr 

Ala 

Val 

Pro 

Tyr 

Leu 

Ala 

Val 

Arg 


280 





285 




Phe 

Leu 

Asn 

Leu 

Ser Tyr 

Asn 

Pro 

lie 

Ser 

295 





300 





Leu 

His 

Glu 

Leu 

Leu Arg 

Leu 

Gin 

Glu 

lie 





315 





320 

Leu 

Ala 

Gly 

Trp 

Ser 

Pro 

Ala 

Phe 

Arg 

Gly 




330 





335 


Leu 

Asn 

Val 

Ser 

Gly Asn 

Gin 

Leu 

Thr 

Thr 



345 





350 



His 

Ser 

Val 

Gly 

Asn 

Leu 

Glu 

Thr 

Leu 

lie 


360 





365 




Ala 

Cys 

Asp 

Cys 

Arg 

Leu 

Leu Trp 

Val 

Phe 

375 





380 





Thr 

Ser 

Thr 

Gly 

Ser 

Ser 

Pro 

Arg 

Ala 

Pro 





395 





400 

Gly 

Lys 

Glu 

Phe 

Lys 

Asp 

Phe 

Pro 

Asp 

Val 




410 





415 



<210 > 2477 

<211> 548 

<2 12 > DNA 

<213> Homo sapiens 


<400> 2477 
nagactgcga 
60 

gtggccgggg 

120 

aagtgtgagg 

180 

ctgctcctgg 

240 

cagcagcatg 

300 

ggaggcccat 

360 

gcagcgggtg 

420 


tcagacgcgc 

gctccctcca 

agttcccgtc 

ccgtgaccat 

tcaagtttgg 

caggcgtggc 

acaggtcggc 


gtgcccagct 

gctgtctctg 

cagcctgtca 

ggaccctctg 

caagaagtgc 

acggctggag 

ggggcctggc 


gaaccaggtg 

gacggaggga 

tcagtctccc 

gagaccccta 

tggcggaagg 

aactgggagg 

cggcgagggg 


cgtgagaagg 

cgggaagtgg 

caggtcttga 

tcaaggatgg 

tgtgggctct 

tccgggatgg 

agcgacgggt 


ctgccttcag 

ccagaagggg 

agcggcggcc 

catcctctac 

gctgtatgca 

tggcctggga 

catccgcctg 
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gctgactgtg tgtccgtgct gccggctgac ggcgagagct gcccccggga caccggtgcc 
480 

ttcctgctca ccaccaccga gcgaagccat ctactggctg ctcagcaccg ccaggcc gg 
540 

atgggccc 

548 


<210> 2478<211> 113 
<212 > PRT 

<213> Homo sapiens 


<400> 247B 






Leu Glu 

Thr 

Pro 

He 

Lys 

Asp 

Gly 

1 



S 




Phe Gly Lys 

Lys 

Cys 

Trp 

Arg 

Lys 



20 





Gly Pro 

Ser Gly 

Val 

Ala 

Arg 

Leu 

35 





40 

Gly Leu 

Gly Ala 

Ala 

Gly Asp 

Arg 

50 





55 


Glu Arg 

Arg 

Val 

lie 

Arg 

Leu 

Ala 

65 , 




70 



Asp Gly 

Glu 

Ser 

Cys 

Pro 

Arg 

Asp 

- 1 



85 




Thr Glu 

Arg 

Ser 

His 

Leu 

Leu 

Ala 


100 

Gly 


He Leu Tyr Gin Gin His Val Lys 
10 15 

Val Trp Ala Leu Leu Tyr Ala Gly 
25 3° 

Glu Asn Trp Glu Val Arg Asp Gly 
45 

Ser Ala Gly Pro Gly Arg Arg Gly 
60 

Asp Cys val Ser Val Leu Pro Ala 
75 80 

Thr Gly Ala Phe Leu Leu Thr Thr 
90 95 

Ala Gin His Arg Gin Ala Trp Met 
105 H° 


<210> 2479 
<211> 324 
<212 > DNA 

<213> Homo sapiens 
<400> 2479 

gaattcatgg aggtctatga ggaggatgaa gaatatgcgt atgaaaaata tgaaacccat 
60 

ttcggcacga gctggatgga ggagaccgca ggcaccttct cactgaactg gtatcgcagc 
120 

aggtactgga atgacaatga agcagcagaa aggcttgcgt tgatgtgggc taaaaccttc 
180 

aaatatgcgt cgataaacgt ctcctggcag accgggatta gcaatagcga cgacgagggc 
240 

aatgaagatg aagacatgtt ctacgccggt atctccattc cgctgggagg cggggcgtac 
300 

tctaactcct ggtatcgtga atat 
324 


<210> 2480 
<211> 108 
<212> PRT 

<213 > Homo sapiens 
<400> 2480 


A 
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Glu Phe Met Glu Val Tyr Glu Glu Asp Glu Glu 
X 5 10 

Tyr Glu Thr His Phe Gly Thr Ser Trp Met Glu 
20 25 

Phe Ser Leu Asn Trp Tyr Arg Ser Arg Tyr Trp 
35 40 

Ala Glu Arg Leu Ala Leu Met Trp Ala Lys Thr 
50 55 

He Asn Val Ser Trp Gin Thr Gly lie Ser Asn 
65 70 75 

Asn Glu Asp Glu Asp Met Phe Tyr Ala Gly lie 
85 90 

Gly Gly Ala Tyr Ser Asn Ser Trp Tyr Arg Glu 
100 105 


Tyr Ala 

Glu Thr 

Asn Asp 
45 

Phe Lys 
60 

Ser Asp 
Ser lie 
Tyr 


Glu Lys 
15 

Gly Thr 

Glu Ala 

Ala Ser 

Glu Gly 
80 

Leu Gly 
95 


Tyr 

Ala 

30 

Asn 

Tyr 

Asp 

Pro 


<210> 2481 
<211> 484 
<212> DNA 

<213> Homo sapiens 
<400> 2481 

gcgttcacta acgcttcaac aaactcttac aagcgtcttg ttcctggttt cgaagcacct 
60 

gttatgttgg cttactcagc tcgtaaccgt tctgcttcta tccgtatccc atacgttgca 
120 

agccctaaag gcaagcgtat tgaagctcgt ttccctgatc caaccgctaa cccataccta 
180 

gcattttcag ctatgttgat ggctggtatc gatggtatca aaaacaagat tcaccctggc 
240 

gatgcagcag acaaagattt gtacgacctt ccagctgaag aagcagccgc tatccctcaa 
300 

gttgctagca gcttagaaga agcgcttaag tgcctagatc aagaccgtga gttcttgact 
360 

caaggtggcg ttttctctga cgacatgatc gatgcttaca tcgctcttaa agcagaagaa 
420 

gcacagcgtg ttgcaatgac aacaacacca cttgagttcg aactttacta cagcctataa 

480 

gctt 

484 

<210> 2482 
<211> 159 
<212> PRT 

<213 > Homo sapiens 
<400> 2482 


Ala 

1 

Phe 

Thr 

Asn 

Ala 

5 

Ser 

Thr 

Asn 

Ser 

Tyr 

10 

Lys 

Arg 

Leu 

Val 

Pro Gly 
15 

Phe 

Glu 

Ala 

Pro 

20 

Val 

Met 

Leu 

Ala 

Tyr 

25 

Ser 

Ala 

Arg 

Asn 

Arg 

30 

Ser 

Ala 

Ser 

lie 

Arg 

35 

lie 

Pro 

Tyr 

Val 

Ala 

40 

Ser 

Pro 

Lys 

Gly Lys 
45 

Arg 

lie 

Glu 

Ala Arg 
50 

Phe 

Pro 

Asp 

Pro 

Thr 

55 

Ala 

Asn 

Pro 

Tyr 

Leu 

60 

Ala 

Phe 

Ser 

Ala 
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Met Leu Met Ala Gly lie Asp Gly lie Lys Asn Lys He His Pro Gly 

65 70 75 80 

Asp Ala Ala Asp Lys Asp Leu Tyr Asp Leu Pro Ala Glu Glu Ala Ala 

85 90 95 

Ala lie Pro Gin Val Ala Ser Ser Leu Glu Glu Ala Leu Lys Cys Leu 
100 105 HO 

Asp Gin Asp Arg Glu Phe Leu Thr Gin Gly Gly Val Phe Ser Asp Asp 
115 120 125 

Met lie Asp Ala Tyr lie Ala Leu Lys Ala Glu Glu Ala Gin Arg Val 
130 v 135 140 

Ala Met Thr Thr Thr Pro Leu Glu Phe Glu Leu Tyr Tyr Ser Leu 

145 150 155 

<210> 2483 
<211> 477 
<212 > DNA 

<213 > Homo sapiens 
<400> 2483 

acgcgtgtta gccaaatctt ggttcctccc gttctctcct tacccgagcc tgaggcccct 
60 

ctggagaaca ggcagcctct gaggaaacct ctgatccccg atcagccacc ccatcgcctg 
120 

cgtccccagc cgcttcctcc tggccttgtt cccccttccc tgtgaaggag agaacagttt 
180 

cggctggccc tgagatgctg gcaggcctgc agtcagggca gtgggcgcct cccaccttga 
240 

aatggtcctt cgtggtgcag ttctgcttac ggggtagact ttgttgcctt ccacagagga 
300 

cagttagggt gggcaggaag gaagtctctg ccacaagtct gcattccagg ctgtttccag 
360 

aagtgggaat tctctcgtgc cctggagtct gggaatgcat ttttagtttc ccagcttcag 
420 

gtagaattga aattgagtga gccaacccac cacatccatc tggagccagg aactagt 
477 

<210> 2484 
<211> 130 
<212> PRT 

<213 > Homo sapiens 
<400> 2484 

Met His Ser Gin Thr Pro Gly His Glu Arg lie Pro Thr Ser Gly Asn 
1 5 10 15 

Ser Leu Glu Cys Arg Leu Val Ala Glu Thr Ser Phe Leu Pro Thr Leu 
20 25 30 

Thr Val Leu Cys Gly Arg Gin Gin Ser Leu Pro Arg Lys Gin Asn Cys 
35 40 45 

Thr Thr Lys Asp His Phe Lys Val Gly Gly Ala His Cys Pro Asp Cys 
50 55 60 

Arg Pro Ala Ser lie Ser Gly Pro Ala Glu Thr Val Leu Ser Phe Thr 

65 70 75 80 

Gly Lys Gly Glu Gin Gly Gin Glu Glu Ala Ala Gly Asp Ala Gly Asp 

85 90 * 95 
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Gly Val Ala Asp Arg Gly Ser Glu Val Ser Ser Glu Ala Ala Cys Ser 
100 105 HO 

Pro Glu Gly Pro Gin Ala Arg Val Arg Arg Glu Arg Glu Glu Pro Arg 
115 120 125 

Phe Gly 
130 

<210> 2485 
<211> 608 
<212 > DNA 

<213> Homo sapiens 


<400> 2485 

accggtgagg cgaagfcgcgg tggcaattac gcagcttcgc tgcgttccca gatcgatgcc 
60 

aagacccgcg actgcaacga ggtgctcttt gtcgatgcag ttgaacatcg ctggatcgag 
120 

gagctgggtg gtatgaactt catggccatc agcaaagacg gtcagctcgt cacccccgag 
18 0 

ctagctggca ccatcctgcg tggcgtgacc cgcaagtcca ttctggaagt tgcccccgac 
240 

ctcggtcttg aaccagtgga gcgcaagatc gatgttgacg agctccttga tggcgttcgc . 
300 

tctggcgagt tcccggaagt cttcgcctgt ggtaccgccg cggttgtcac accgatcggc 
360 

tctttcctag atggagatac cgacgtgaag gtctctgagc ccaccggaaa gaccacgatg 
420 

gagatccgtc gccgtctgct ggatatccag ttcggacgcg ctgaggacac ccatggctgg 
480 

ttgaagcgag tctgctgacg gcgtcgacga ccattggggc cggccccaat gatgtgttca 
540 

cgatcgggct acgacggtgt cgatgacaat gtcttgcggc tggaaggttt gcccgacggt 
600 


gaacgcgt 

608 


<210> 2486 
<211> 165 
<212> PRT 

<213 > Homo sapiens 


<400> 2486 


Thr Gly 

Glu Ala 

Lys 

Cys 

Gly 

Gly 

1 



5 




Gin 

lie 

Asp Ala 

Lys 

Thr 

Arg 

Asp 



20 





Ala 

Val 

Glu’ His 

Arg 

Trp 

lie 

Glu 



35 




40 

Ala 

lie 

Ser Lys 

Asp 

Gly 

Gin 

Leu 


50 




55 


He 

Leu 

Arg Gly 

Val 

Thr 

Arg 

Lys 

65 




70 



Leu Gly 

Leu Glu 

Pro 

Val 

Glu 

Arg 




85 





Asn 

Tyr 

Ala 

Ala 

Ser 

Leu 

Arg 

Ser 


10 





15 


Cys 

Asn 

Glu 

Val 

Leu 

Phe 

Val 

Asp 

25 





30 



Glu 

Leu 

Gly Gly 

Met 

Asn 

Phe 

Met 





45 




Val 

Thr 

Pro 

Glu 

Leu 

Ala 

Gly Thr 




60 





Ser 

lie 

Leu 

Glu 

Val 

Ala 

Pro 

Asp 



75 





80 

Lys 

lie 

Asp 

Val 

Asp 

Glu 

Leu 

Leu 

90 





95 
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Asp Gly Val Arg Ser Gly Glu Phe Pro Glu Val Phe Ala Cys Gly Thr 
100 105 110 

Ala Ala Val Val Thr Pro He Gly Ser Phe Leu Asp Gly Asp Thr Asp 
115 120 125 

Val Lys Val Ser Glu Pro Thr Gly Lys Thr Thr Met Glu lie Arg Arg 
130 135 140 

Arg Leu Leu Asp lie Gin Phe Gly Arg Ala Glu Asp Thr His Gly Trp 
145 150 155 160 

Leu Lys Arg Val Cys 
165 

<210> 2487 
<211> 339 
<212> DNA 

<213 > Homo sapiens 
<4 00> 2487 

rmcccctcag gagagcagcc catggaaggt cccccccaag gggcccctga gagccctgac 
60 

agtctgcaaa gaaaccagaa agagctccag ggcctcctga cccaggtgca agccctggag 
120 

aaggaggccg caagcagtgt ggacgtgcag gccctgcgga ggctctttga ggccgtgccc 
180 

cagctgggag gggctgctcc tcaggctcct gctgcccacc aaaagcccga ggcctcagtg 
240 

gagcaggcct ttggggagct gacacgggtc agcacggaag ttgctcaact gaaggaacag 
300 

accttggtaa ggctgctgga cattgaagag gctgtgcac 
339 

<210> 2488 
<211> 113 
<212> PRT 

< 213 > Homo sapiens 
<4 00> 2488 

Xaa Pro Ser Gly Glu Gin Pro Met Glu Gly Pro Pro Gin Gly Ala Pro 
1 5 10 .15 

Glu Ser Pro Asp Ser Leu Gin Arg Asn Gin Lys Glu Leu Gin Gly Leu 
20 25 30 

Leu Thr Gin Val Gin Ala Leu Glu Lys Glu Ala Ala Ser Ser Val Asp 
35 40 45 

Val Gin Ala Leu Arg Arg Leu Phe Glu Ala Val Pro Gin Leu Gly Gly 
50 55 60 

Ala Ala Pro Gin Ala Pro Ala Ala His Gin Lys Pro Glu Ala Ser Val 

65 70 75 80 

Glu Gin Ala Phe Gly Glu Leu Thr Arg Val Ser Thr Glu Val Ala Gin 

85 90 95 

Leu Lys Glu Gin Thr Leu Val Arg Leu Leu Asp lie Glu Glu Ala Val 
100 105 110 


<210> 2489 
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<211> 594 
<212 > DNA 
<213 > Homo sapiens 

<400 > 2489 

nacgcgttct tcggactggc gacgatgctg atttctatcc cgacgggggt gaagctattt 
60 

aactggctgg tcaccatcta tcacggccgg gtgcgtatca ccagccaggt tctttggacc 
120 

ctgggcttca tggtgacctt cgcgatcgga ggcatgaccg gcgtactgct ggccatcccg 
180 

ggtgctgact tcgtactgca caacagcctg ttcggaattg ctcacttcca caacgtgatc 
240 

atcggcggcg cagtattcgg ctacatcgca ggtttcagct tctacttccc gaaagcgttc 
300 

ggcttcaagc tgcacgaaag ctggggcaag gctgcattct ggttctggat ctcgggcttc 
360 

ttcgtcgcgt tcatgccgct ctatgcactg ggtttcatgg gcatgacccg ttgtttgaac 
420 

gcccccccca cccctgagtg ggtcccgtac ctgtacgttg ccatggtcgg tgcactgatg 
480 

atcgctgtcg gtatcgcctg ccagttgatt cagctgtatg tcagcgtgcg tgatcgcaag 
540 

cagaacatgt gcgaatccgg cgacccatgg aatgcacaca ccctggaatg gtcg 
594 

<210> 2490 
<211> 198 
<2 12 > PRT 
<213> Homo sapiens 

<400 > 2490 

Xaa Ala Phe Phe Gly Leu Ala Thr Met Leu He Ser lie Pro Thr Gly 

15 10 15 

Val Lys Leu Phe Asn Trp Leu Val Thr lie Tyr His Gly Arg Val Arg 

20 25 30 

lie Thr Ser Gin Val Leu Trp Thr Leu Gly Phe Met Val Thr Phe Ala 
35 40 45 

lie Gly Gly Met Thr Gly Val Leu Leu Ala lie Pro Gly Ala Asp Phe 
50 55 60 

Val Leu His Asn Ser Leu Phe Gly lie Ala His Phe His Asn Val lie 

65 70 75 80 

lie Gly Gly Ala Val Phe Gly Tyr lie Ala Gly Phe Ser Phe Tyr Phe 

85 90 95 

Pro Lys Ala Phe Gly Phe Lys Leu His Glu Ser Trp Gly Lys Ala Ala 

100 105 11° 

Phe Trp Phe Trp lie Ser Gly Phe Phe Val Ala Phe Met Pro Leu Tyr 
115 120 125 

Ala Leu Gly Phe Met Gly Met Thr Arg Cys Leu Asn Ala Pro Pro Thr 
130 135 140 

Pro Glu Trp Val Pro Tyr Leu Tyr Val Ala Met Val Gly Ala Leu Met 

145 150 155 160 

lie Ala Val Gly lie Ala Cys Gin Leu lie Gin Leu Tyr Val Ser Val 

165 170 ~ 175 
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Arg Asp Arg Lys Gin Asn Met Cys Glu Ser Gly Asp Pro Trp Asn Ala 
180 185 190 

His Thr Leu Glu Trp Ser 
195 

<210> 2491 
<2 11> 592 
<212> DNA 

<213> Homo sapiens 
<400> 2491 

acgcgtcacg caactgtcaa acttgccaat ccgcttgacg atactcgccc ctacctacgc 
60 

actacgttgt tgcctggtct attccatgca gtaacgacga atatgtcgcg atctcaggat 
120 

gatcttgcag tgttcgaaag cggaactgta ttccgcgccg tcactccggc tgcggcaccg 
180 

cgtcccggtg tcgacgagcg cccctccgat gaagtccttg ccgagatcga cgccgccttg 
240 

ccagcccagc cgcgcatgct cgcggccgtg atctgtggca gctggctgcc cgatcgctgg 
300 

gatggagagt cggtcaaggc tgactggcga cacgctgtgc tggtcgccca gaaggctgct 
360 

gatgctcttg gcgtgaggct ggtgcgcaag gctgaccgtc aggctccatg gcatcccggt 
420 

cgttgtgcgg ctctcatcgt cgatgggaag gtcattggcc atgctggtga gttgcacccc 
480 

acagtagtgt cgaaggctgg tctgcctcag cgcacctgtg cggtcgagtt caatctagat 
540 

gctttggtag cctgcgctcc gagcggtggt gaggtcatgg ttatttcaag gt 
592 

<210 > 2492 
<211> 197 
<212> PRT 

<213> Homo sapiens 
. <4 00> 2492 

Thr Arg His Ala Thr Val Lys Leu Ala Asn Pro Leu Asp Asp Thr Arg 
1 5 10 19 

Pro Tyr Leu Arg Thr Thr Leu Leu Pro Gly Leu Phe His Ala Val Thr 
20 25 30 

Thr Asn Met Ser Arg Ser Gin Asp Asp Leu Ala Val Phe Glu Ser Gly 
35 40 4 5 

Thr Val Phe Arg Ala Val Thr Pro Ala Ala Ala Pro Arg Pro Gly Val 
50 55 50 

Asp Glu Arg Pro Ser Asp Glu Val Leu Ala Glu lie Asp Ala Ala Leu 

65 70 75 80 

Pro Ala Gin Pro Arg Met Leu Ala Ala Val lie Cys Gly Ser Trp Leu 

85 90 95 

Pro Asp Arg Trp Asp Gly Glu Ser Val Lys Ala Asp Trp Arg His Ala 
100 105 110 

Val Leu Val Ala Gin Lys Ala Ala Asp Ala Leu Gly Val Arg Leu Val 
115 120 * 125 
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Arg 

Lys 

Ala 

Asp Arg 

Gin 

Ala 

Pro 

Trp 

His 

Pro 


130 




135 





Leu 

He 

Val 

Asp Gly 

Lys 

Val 

lie 

Gly His 

Ala 

145 




150 





155 

Thr 

Val 

Val 

Ser Lys 

Ala 

Gly 

Leu 

Pro 

Gin 

Arg 




165 





170 


Phe 

Asn 

Leu 

Asp Ala 

Leu 

Val 

Ala 

Cys 

Ala 

Pro 




180 




185 



Met 

Val 

lie 

Ser Arg 









195 









<2 10> 2493 

<211> 418 

<212 > DNA 

<213 > Homo sapiens 

<400 > 2493 

acgcgtcagg ttgccggtga tcgtgccacc gtcacctcca 
60 

ccccacacct atgagccgtc gctgcgtgac gttcggaccg 
120 

ctatcgaact acctcatgct cgaacctcat tcggtcatca 
180 

cctacgggat ctatcaatgt ctccctggct gaggaagccc 
240 

atcccgctgg ttgaaaatgc caacctagac accgtgtggc 
300 

aagggcgcca ggcggggagc cgaccgctct tcctcggtct 
360 

gagggg cct 9 gggacttcac tgcctatatc actgggacct 
418 

<210> 2494 
<211> 139 
<212 > PRT 

<213 > Homo sapiens 


Gly Arg Cys Ala Ala 
140 

Gly Glu Leu His Pro 
160 

Thr Cys Ala Val Glu 
175 

Ser Gly Gly Glu Val 
190 


tggtgccttc aggagcagac 
tcgtgtattc gagagtcgcg 
agaccatcga ctcttcccta 
aaaagtacgg cgcacaagtg 
tggggttgcg cgtcattggc 
acctccagct gacgtcggtg 
ttggtcgacc tcagatct 


<4 00> 2494 














Thr 

Arg 

Gin 

Val 

Ala 

Gly 

Asp 

Arg 

Ala 

Thr 

Val 

Thr 

Ser 

Met 

Val 

Pro 

1 




5 





10 





15 


Ser 

Gly 

Ala 

Asp 

Pro 

His 

Thr 

Tyr 

Glu 

Pro 

Ser 

Leu 

Arg 

Asp 

Val 

Arg 




20 





25 





30 



Thr 

Val 

Val 

Tyr 

Ser 

Arg 

Val 

Ala 

Leu 

Ser 

Asn 

Tyr 

Leu 

Met 

Leu 

Glu 



35 





40 





45 




Pro 

His 

Ser 

Val 

lie 

Lys 

Thr 

lie 

Asp 

Ser 

Ser 

Leu 

Pro 

Thr 

Gly 

Ser 


50 





55 





60 





lie 

Asn 

Val 

Ser 

Leu 

Ala 

Glu 

Glu 

Ala 

Gin 

Lys 

Tyr 

Gly 

Ala 

Gin 

Val 

65 





70 





75 





80 

lie 

Pro 

Leu 

Val 

Glu 

Asn 

Ala 

Asn 

Leu Asp 

Thr 

Val 

Trp 

Leu 

Gly 

Leu 





85 





90 





95 


Arg 

Val 

lie 

Gly 

Lys 

Gly 

Ala 

Arg 

Arg Gly 

Ala 

Asp 

Arg 

Ser 

Ser 

Ser 




100 





105 





110 



Val 

Tyr 

Leu 

Gin 

Leu 

Thr 

Ser 

Val 

Glu Gly 

Pro 

Gly 

Asp 

Phe 

Thr 

Ala 


115 





120 



* 


125 
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Tyr lie Thr Gly Thr Phe Gly Arg Pro Gin lie 
130 135 


<210 > 2495 
<211> 1478 
<212> DNA 
<213> Homo 

<400> 2495 

sapiens 





nnggcctggc 

60 

agtcctcccg 

120 

ccagttgcac 

cacgagcgct 

gcggacactc 

ggggcggcag 

tcggtctgtc 

ccaggtcccg 

cggcccgcac 

ctgccgcccg 

cacctgcagc 

tccgcacctg 

cggccagtgc 

180 

ctactgccct 

ctcttgccgc 

ccgcacctgc 

agccccgcac 

ctgccgcttg 

cacctgcagc 

240 

cccgcgctct 

acccggttca 

agcatggctg 

accaggcgcc 

cttcgacacg 

gacgtcaaca 

300 

ccctgacccg 

cttcgtcatg 

gaggagggca 

ggaaggcccg 

cggcacgggc 

gagttgaccc 

360 

agctgctcaa 

ctcgctctgc 

acagcagtca 

aagccatctc 

ttcggcggtg 

cgcaaggcgg 

420 

gcatcgcgca 

cctctatggc 

attgctggtt 

ctaccaacgt 

gacaggtgat 

caagttaaga 

480 

agctggacgt 

cctctccaac 

gacctggtta 

tgaacatgtt 

aaagtcatcc 

tttgccacgt 

540 

gtgttctcgt 

gtcagaagaa 

gataaacacg 

ccatcatagt 

ggaaccggag 

aaaaggggta 

600 

aatatgtggt 

ctgttttgat 

ccccttgatg 

gatcttccaa 

catcgattgc 

cttgtgtccg 

660 

ttggaaccat 

ttttggcatc 

tatagaaaga 

aatcaactga 

tgagccttct 

gagaaggatg 

720 

ctctgcaacc 

aggccggaac 

ctggtggcag 

ccggctacgc 

actgtatggc 

agtgccacca 

780 

tgctggtcct 

tgccatggac 

tgtggggtca 

actgcttcat 

gctggacccg 

gccatcgggg 

840 

agttcatttt 

ggtggacaag 

gatgtgaaga 

taaaaaagaa 

aggtaaaatc 

tacagcctta 

900 

acgagggcta 

cgccaaggac 

tttgaccctg 

ccgtcactga 

gtacatccag 

aggaagaagt 

960 

tccccccaga 

taattcagct 

ccttatgggg 

cccggtatgt 

gggctccatg 

gtggctgatg 

1020 

ttcatcgcac 

tctggtctac 

ggagggatat 

ttctgtaccc 

cgctaacaag 

aagagcccca 

1080 

atggaaagct 

gagactgctg 

tacgaatgca 

accccatggc 

ctacgtcatg 

gagaaggctg 

1140 

ggggaatggc 

caccactggg 

aaggaggccg 

tgttagacgt 

cattcccaca 

gacattcacc 

1200 

agagggcgcc 

ggtgatcttg gggtcccccg 

acgacgtgct 

cgagttcctg 

aaggtgtatg 

1260 

agaagcactc 

tgcccagtga 

gcacctgccc 

tgcctgcatc 

cggagaattg 

cctctacctg 

1320 

gaccttttgt 

ctcacacagc 

agtaccctga 

cctgctgtgc 

accttacatt 
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agaaataaaa agcatgacta tttccaccat 
accaaatgct gtctccataa tgccactggt 
aaataaactt attcctcctt aaaaaaaa 


cctagagagc 
1380 

gcactcccta 
1440 

gatggaggag 
1478 

<210> 2496 
<211> 338 
<212> PRT 
<213> Homo sapiens 


<400> 2496 


Met 

1 

Ala 

Asp 

Gin 

Ala 

5 

Phe 

Val 

Met 

Glu 

20 

Glu 

Gin 

Leu 

Leu 

35 

Asn 

Ser 

Val 

Arg 

50 

Lys 

Ala 

Gly 

Asn 

65 

Val 

Thr 

Gly 

Asp 

Leu 

Val 

Met 

Asn 

Met 

85 

Ser 

Glu 

Glu 

Asp 

100 

Lys 

Lys 

Tyr 

Val 

115 

Val 

Cys 

Cys 

Leu 

130 

Val 

Ser 

Val 

Thr Asp 
145 

Glu 

Pro 

Ser 

Val 

Ala 

Ala 

Gly 

Tyr 

165 

Ala 

Met 

Asp 

Cys 

180 

Gly 

Glu 

Phe 

lie 

195 

Leu 

Val 

He 

Tyr 

210 

Ser 

Leu 

Asn 

Thr 

225 

Glu 

Tyr 

lie 

Gin 

Tyr Gly 

Ala 

Arg 

Tyr 

245 

Leu 

Val 

Tyr 

Gly 

260 

Gly 

Asn Gly 

Lys 

275 

Leu 

Arg 

Met 

295 

Glu 

Lys 

Ala 

Gly 

Asp 

305 

Val 

He 

Pro 

Thr 

Ser 

Pro 

Asp 

Asp 

Val 


Pro 

Phe 

Asp 

Thr Asp 

Val 

Gly 

Arg 

Lys 

Ala 

10 

Arg 

Gly 

Leu 

Cys 

Thr 

25 

Ala 

Val 

Lys 

lie 

Ala 

40 

His 

Leu 

Tyr 

Gly 

Gin 

55 

Val 

Lys 

Lys 

Leu 

Asp 

70 

Leu 

Lys 

Ser 

Ser 

Phe 

75 

Ala 

His 

Ala 

lie 

lie 

90 

Val 

Glu 

Phe 

Asp 

Pro 

105 

Leu Asp 

Gly 

Gly 

Thr 

120 

lie 

Phe 

Gly 

lie 

Glu 

135 

Lys 

Asp 

Ala 

Leu 

Gin 

150 

Ala 

Leu 

Tyr 

Gly 

Ser 

155 

Ala 

Val 

Asn 

Cys 

Phe 

170 

Met 

Leu 

Asp 

Lys 

Asp 

185 

Val 

Lys 

lie 

Glu 

Gly 

200 

Tyr 

Ala 

Lys 

Asp 

Arg 

215 

Lys 

Lys 

Phe 

Pro 

Pro 

230 

Val 

Gly 

Ser 

Met 

Val 

235 

Ala 

lie 

Phe 

Leu 

Tyr 

250 

Pro 

Ala 

Leu 

Leu 

Tyr 

265 

Glu 

Cys 

Asn 

Gly 

Met 

280 

Ala 

Thr 

Thr 

Gly 

300 

Asp 

lie 

His 

Gin 

Arg 

Ala 

310 

Leu 

Glu 

Phe 

Leu 

Lys 

315 

Val 


caaatgctgt agaatgcttg 
gttaagatat attttgagtg 


Asn 

Thr 

Leu 

Thr 

15 

Arg 

Thr 

Gly 

Glu 

30 

Leu 

Thr 

Ala 

lie 

45 

Ser 

Ser 

Ala 

lie 

60 

Ala 

Gly 

Ser 

Thr 

Val 

Leu 

Ser 

Asn 

Asp 

80 

Thr 

Cys 

Val 

Leu 

95 

Val 

Pro 

Glu 

Lys 

110 

Arg 

Gly 

Ser 

Ser 

125 

Asn 

lie 

Asp 

Tyr 

140 

Arg 

Lys 

Lys 

Ser 

Pro 

Gly 

Arg 

Asn 

Leu 

160 

Thr 

Met 

Leu 

Val 

175 

Leu 

Asp 

Pro 

Ala 

190 

lie 

Gly 

Lys 

Lys 

205 

Lys 

Gly 

Lys 

Phe 

220 

Asp 

Pro 

Ala 

Val 

Asp 

Asn 

Ser 

Ala 

Pro 

240 

Asp 

Val 

His 

Arg 

255 

Thr 

Asn 

Lys 

Lys 

270 

Ser 

Pro 

Pro 

Met 

285 

Ala 

Tyr 

Val 

Lys 

Glu 

Ala 

Val 

Leu 

Pro 

Val 

lie 

Leu 

Gly 

320 

Tyr 

Glu 

Lys 

His 

Ser 


290 
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325 330 335 

Ala Gin 


<210> 2497 

<211> 399 

<212> DNA 

<213> Homo sapiens 

<400 > 2497 

acgcgtgtct tggccggtga aacccttccc gcagcaggtt cagtacgtcg caccggcgag 
60 

cttggctacc tgccacagga tccccgcgac ccagacatgg aaatgatcgc gagggcaagg 
120 

atcctgtcag cgcgtggcct ggaccacata ctggaacgga tgcgcaccct ggagtatcag 
180 

atggcgaacg gttccgagga cgaccgtgcc gttgcgatgg acaaatacgc gaaggctgaa 
240 

gaccgtctcg tcgcggccgg tggctatggc gcctctgcag aggcagcccg aatcgcgtcg 
300 

aacttggggc ttgacgaccg cgtcctttcc cagccgttga aaaacctctc gggtggtcag 
360 

cgtcgtcgcg tcgagctggc gcgcatcctc ttttccgga 
399 

<210> 2498 
<211> 133 
<212 > PRT 

<213> Homo sapiens 
<400 > 2498 

Thr Arg Val Leu Ala Gly Glu Thr Leu Pro Ala Ala Gly Ser Val Arg 
1 5 10 15 

Arg Thr Gly Glu Leu Gly Tyr Leu Pro Gin Asp Pro Arg Asp Pro Asp 
20 25 30 

Met Glu Met He Ala Arg Ala Arg lie Leu Ser Ala Arg Gly Leu Asp 
35 40 45 

His lie Leu Glu Arg Met Arg Thr Leu Glu Tyr Gin Met Ala Asn Gly 
50 55 50 

Ser Glu Asp Asp Arg Ala Val Ala Met Asp Lys Tyr Ala Lys Ala Glu 

65 70 75 00 

Asp Arg Leu Val Ala Ala Gly Gly Tyr Gly Ala Ser Ala Glu Ala Ala 

85 90 95 

Arg lie Ala Ser Asn Leu Gly Leu Asp Asp Arg Val Leu Ser Gin Pro 
100 105 HO 

Leu Lys Asn Leu Ser Gly Gly Gin Arg Arg Arg Val Glu Leu Ala Arg 
115 120 125 

lie Leu Phe Ser Gly 
130 

<210> 2499 

<211> 348 

<212 > DNA 

<213 > Homo sapiens 
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<4 00> 2499 

nggccgggcg aagacccgtt ctatatggcc taccacgaca ccgagtgggg cgtgccggaa 
60 

tatgacgacc gcgcattgta cgagaagctc attctcgacg gattccaggc cggcctgtcg 
120 

tggatcacca tcctgcgcaa gcgcgacaac tttcgcaaag ccttcgacga tttccagccc 
180 

gagaagatag cgcgttacaa tgagaagaag gttcacgcgc tgatgaacga tgccggcatc 
240 

gtgcgcaacc gcgccaagat cgaaggcacg atcgccagcg cgaaggcgta tctcgacatc 
300 

atggaaaaag gcccgggctt ctccaggctg ctgtgggact tcgtcgac 
348 

<210> 2500 
<211> 116 
<212> PRT 

<213> Homo sapiens 
<400> 2500 

Xaa Pro Gly Glu Asp Pro Phe Tyr Met Ala Tyr His Asp Thr Glu Trp 
1 5 10 15 

Gly Val Pro Glu Tyr Asp Asp Arg Ala Leu Tyr Glu Lys Leu lie Leu 
20 25 30 

Asp Gly Phe Gin Ala Gly Leu Ser Trp He Thr lie Leu Arg Lys Arg 
35 40 45 

Asp Asn Phe Arg Lys Ala Phe Asp Asp Phe Gin Pro Glu Lys lie Ala 
50 55 60 

Arg Tyr Asn Glu Lys Lys Val His Ala Leu Met Asn Asp Ala Gly lie 

65 70 75 80 

Val Arg Asn Arg Ala Lys lie Glu Gly Thr lie Ala Ser Ala Lys Ala 

85 90 95 

Tyr Leu Asp lie Met Glu Lys Gly Pro Gly Phe Ser Arg Leu Leu Trp 
100 105 110 

Asp Phe Val Asp 
115 

<210> 2501 
<211> 569 
<212> DNA 

<213 > Homo sapiens 
<400> 2501 

gaattcgatt catttgtggc aaatgcttac aatttgatga ttgtaaccca tcaaatcaca 
60 

taatgcccat taagccactc catacacttc tttaaatagg aaaatatatg taaagtacgt 
120 

acttagcaca gggcctgacc tatagtaatg gtcaagaatg atagcggggg tgaggtatgg 
180 

ctttcaagag tcaaacaatt ttactggtgc atcatttcca tttattcttt ctcttttgca 
240 

taataaaacc actcttaaga ttctaccttg gttagttaga gacaacagtt ctctggaaag 
300 
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tagattctat agcttcaact 
360 

taagggtata aaatatgcca 
420 

tatattgtta agtttccact 
480 

acactaagtt tatatactgt 
540 

gatgtgaaat gctgaatcat 
569 


ccctgaagag atgtgtgcta 
agaactgtca acatcacaga 
taatttttaa gggacactag 
atttaacagt gtaattttca 
taatcacag 


atttacatca aaaaaatcct 
ttaccactgg tagcttctgg 
agaattagta tgactcacct 
aatatgacag gaataaccca 


<210> 2502 
< 211 > 100 
<212> PRT 

<213 > Homo sapiens 
<400> 2502 

Met lie Ala Gly Val Arg Tyr Gly 
1 5 

Gly Ala Ser Phe Pro Phe lie Leu 
20 

Leu Lys lie Leu Pro Trp Leu Val 
35 40 

Arg Phe Tyr Ser Phe Asn Ser Leu 
50 55 

Lys Lys lie Leu Lys Gly lie Lys 
65 70 

Arg Leu Pro Leu Val Ala Ser Gly 
85 

Phe Lys Gly His 
100 


Phe Gin Glu Ser Asn Asn Phe Thr 
10 15 

Ser Leu Leu His Asn Lys Thr Thr 
25 30 

Arg Asp Asn Ser Ser Leu Glu Ser 
45 

Lys Arg Cys Val Leu lie Tyr lie 
60 

Tyr Ala Lys Asn Cys Gin His His 
75 80 
lie Leu Leu Ser Phe His Leu lie 
90 95 


<210> 2503 
<211> 419 
<2 12> DNA 

<213 > Homo sapiens 
<400> 2503 

gccacgccag ccatctaccc tttcctcgac tcgccaaata agtattcact gaacatgtac 
60 

aaggccttgc tacctcagca gtcctacagc ttggcccagc cgctgtattc tccagtctgc 
120 

accaatgggg agcgctttct ctacctgccg ccacctcact acgtcggtcc ccacatccca 
180 

tcgtccttgg catcacccat gaggctctcg acaccttcgg cctccccagc catcccgcct 
240 

ctcgtccatt gcgcagacaa aagcctcccg tggaagatgg gcgtcagccc tgggaatcct 
300 

gttgattccc acgcctatcc tcacatccag aacagtaagc agcccagggt tccctctgcc 
360 

aaggcggtca ccagtggcct gccgggggac acagctctcc tgttgccccc ctcacgcgt 
419 


<210 > 2504 
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< 211 > 121 
<212> PRT 
<213 > Homo sapiens 

<400> 2504 


Met Tyr 

Lys 

Ala 

Leu 

Leu 

Pro 

Gin 

Gin 

Ser 

Tyr 

Ser 

Leu 

Ala 

Gin 

Pro 

1 



5 





10 





15 


Leu Tyr 

Ser 

Pro 

Val 

Cys 

Thr 

Asn 

Gly 

Glu Arg 

Phe 

Leu Tyr 

Leu 

Pro 



20 





25 





30 



Pro Pro 

Kis 

Tyr 

Val 

Gly 

Pro 

His 

lie 

Pro 

Ser 

Ser 

Leu 

Ala 

Ser 

Pro 


35 





40 





45 




Met Arg 

Leu 

Ser 

Thr 

Pro 

Ser 

Ala 

Ser 

Pro 

Ala 

lie 

Pro 

Pro 

Leu 

Val 

50 





55 





60 





His Cys 

Ala 

Asp 

Lys 

Ser 

Leu 

Pro 

Trp 

Lys Met Gly 

Val 

Ser 

Pro Gly 

65 




70 





75 





80 

Asn Pro 

Val 

Asp 

Ser 

His 

Ala 

Tyr 

Pro 

His 

lie 

Gin 

Asn 

Ser Lys 

Gin 




85 





90 





95 


Pro Arg 

Val 

Pro 

Ser 

Ala 

Lys 

Ala 

Val 

Thr 

Ser Gly 

Leu 

Pro Gly Asp 



100 





105 





110 



Thr Ala 

Leu 

Leu 

Leu 

Pro 

Pro 

Ser 

Arg 









115 





120 










<2 10> 2505 

<2 11> 540 

<212> DNA 

<213 > Homo sapiens 

<4 00> 2505 

tccggagcca atccgactca ggccctcgtc tggagccagg tgctgttgag catggggttg 
60 

ccgctcgtgt tggtgccgtt ggctcggttc accggcgatc ggcgtctgat gggccaatgg 
120 

acgaatgggc gtgtcatggc cgccatcgcg tggatcgtcg tggcagcagt ctcggctctc 
180 

aacgtggttc tcgtcgtcga gacggtcatg ggtgcatgat ccttgagggc agttttctgg 
240 

cgacaatcgt gaaaatgagt gacaaactca agcgggtgac gacgccgaac cccgcaccga 
300 

cctctgccca cgagctagcc aacgatttgg ccactgcatt tcgcgggtac cctgctggag 
360 

tggcgatcct cacgacgatg ggagcggctg ggcccgaggg cttgacggtc tcctccctgg 
420 

cgtcggtgtc agtcgtcccg gctgttgtgt cggtgtcgtt gggtaatggt tcgacgaccc 
480 

tggccaccct gacggaggag tcccgcgtca tcgtccacat gcttgatgca gatcgcgcgc 
540 

<210> 2506 

<211> 72 

<212 > PRT 

<213 > Homo sapiens 

<4 00 > 2506 

Ser Gly Ala Asn Pro Thr Gin Ala Leu Val Trp Ser Gin Val Leu Leu 
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1.5 10 15 

Ser Met Gly Leu Pro Leu Val Leu Val Pro Leu Ala Arg Phe Thr Gly 
20 25 30 

Asp Arg Arg Leu Met Gly Gin Trp Thr Asn Gly Arg Val Met Ala Ala 
35 40 45 

lie Ala Trp lie Val Val Ala Ala Val Ser Ala Leu Asn Val Val Leu 
50 55 60 

Val Val Glu Thr Val Met Gly Ala 
65 70 


<210> 2507 

<211> 922 

<212> DNA 

<213> Homo sapiens 


<400> 2507 

nacgcgtgaa gggcagagga 
60 

agcttcatgc ccccaggaca 
120 

acggagcagt gccccctgtt 
180 

ttccactggc acttcctcaa 
240 

ttcaactaca gccccgacgt 
300 

gacggcgacg agtgtcccta 
360 

ctgcgttact acaaaacagg 
420 

aagaatgggc tgcactgtgc 
480 

gacatcaggg agcttcaggc 
540 

agcatagagg gccagtcggc 
600 

gaggagcctc ggtggcaaga 
660 

aagaagcccc cgcggctgtg 
720 

gaccggcggc ggagcccccg 
780 

cacggggatg agtggggaga 
840 

cacacccgca ccgagcagca 
900 

aggggggggg gggtgaggga 
922 


gagagaccag tgaaggggga 
taaatagccc ggctgctgca 
ttcacagcac aagtgcgcgc 
ccagcggcgc cgcaggcccc 
gtactgctcc aagtacaacg 
cctgcaccgg acgacggggg 
aacctgcatc cacgagacag 
cttcgcgcac gggccccatg 
catggaggcc ttgcagaatg 
tggggctgcg agccatgcca 
gactgcttat gtgctgggga 
ccgccaaggc tatgcctgtc 
gaagcacaaa tacaggtcgt 
ccctggcaag tgtgagaacg 
gttccacccc gagatctaca 

gg 


ggaggcggcc aaaaggagac 
ggtacctgaa ggagttcagg 
agcaccggcc gttcacctgc 
tccgcaggcg cgacggcacc 
aagccaccgg cgtgtgcccc 
acacagaacg caagtaccac 
acgcacgtgg ccactgcgtg 
acctccgctc ccctgtctac 
gccagaccac ggtagagggg 
tgatagaaaa gatcctcagc 
actataagac ggagccttgc 
cctactacca caacagcaag 
ctccatgtcc aaacgtcaag 
gagacgcctg ccagtactgc 
agtccaccaa gtgcaacgga 


<210> 2508 

<211> 278 

<212> PRT 

<213 > Homo sapiens 
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<400> 2508 


Pro Gly Cys 

Cys 

Arg 

Tyr 

Leu 

Lys 

Glu 

Phe 

Arg 

1 




5 





10 


Leu 

Phe 

Ser 

Gin 

His 

Lys 

Cys 

Ala 

Gin 

His 

Arg 




20 





25 



His 

Trp 

His 

Phe 

Leu 

Asn 

Gin 

Arg 

Arg 

Arg 

Arg 



35 





40 




Asp 

Gly Thr 

Phe 

Asn 

Tyr 

Ser 

Pro 

Asp 

Val 

Tyr 


50 





55 





Glu 

Ala 

Thr Gly 

Val 

Cys 

Pro 

Asp 

Gly 

Asp 

Glu 

65 





70 





75 

Arg 

Thr Thr Gly 

Asp 

Thr 

Glu 

Arg 

Lys 

Tyr 

His 





85 





90 


Thr 

Gly Thr Cys 

He 

His 

Glu 

Thr 

Asp 

Ala 

Arg 




100 





105 



Asn 

Gly Leu 

His 

Cys 

Ala 

Phe 

Ala 

His 

Gly 

Pro 



115 





120 




Pro 

Val 

Tyr Asp 

lie 

Arg 

Glu 

Leu 

Gin 

Ala 

Met 


130 





135 





Gly Gin 

Thr 

Thr 

Val 

Glu 

Gly 

Ser 

He 

Glu 

Gly 

145 





150 





155 

Ala 

Ser 

His 

Ala 

Met 

lie 

Glu 

Lys 

lie 

Leu 

Ser 





165 





170 


Gin 

Glu 

Thr 

Ala 

Tyr 

Val 

Leu 

Gly 

Asn 

Tyr 

Lys 




180 





185 



Lys 

Pro 

Pro Arg 

Leu 

Cys 

Arg 

Gin 

Gly 

Tyr 

Ala 



195 





200 




Asn 

Ser 

Lys 

Asp 

Arg 

Arg 

Arg 

Ser 

Pro 

Arg 

Lys 


210 





215 





Ser 

Pro Cys 

Pro 

Asn 

Val 

Lys 

His 

Gly 

Asp 

Glu 

225 





230 





235 

Lys 

Cys 

Glu 

Asn 

Gly 

ASp 

Ala 

Cys 

Gin 

Tyr 

Cys 





245 





250 


Gin 

Gin 

Phe 

His 

Pro 

Glu 

lie 

Tyr 

Lys 

Ser 

Thr 




260 





265 



Gly Gly Gly Val 

Arg 

Glu 







275 


<210> 2509 
<211> 348 
<212 > DNA 

<213 > Homo sapiens 
<400 > 2509 

gccggccttg acctgggccg ggcgatggct ccacggcaag 
60 

gtggcgctgg acttcgtcga tgcccgcgag gttttgctgc 
120 

gttcatgaac gggtggagcc cggcaaaacc gaaactcaac 
180 

cggcaggttg ccgagggcaa acacgttgac cacgttcgca 
240 

caccgctccc agcggaatct cgtagactta gcgccagggt 
300 


Thr Glu Gin Cys Pro 
15 

Pro Phe Thr Cys Phe 
30 

Pro Leu Arg Arg Arg 
45 

Cys Ser Lys Tyr Asn 
60 

Cys Pro Tyr Leu His 
80 

Leu Arg Tyr Tyr Lys 
95 

Gly His Cys Val Lys 
110 

His Asp Leu Arg Ser 
125 

Glu Ala Leu Gin Asn 
140 

Gin Ser Ala Gly Ala 
160 

Glu Glu Pro Arg Trp 
175 

Thr Glu Pro Cys Lys 
190 

Cys Pro Tyr Tyr His 
205 

His Lys Tyr Arg Ser 
220 

Trp Gly Asp Pro Gly 
240 

His Thr Arg Thr Glu 
255 

Lys Cys Asn Gly Arg 
270 


gtccaatact ccgtgcgctt 
ccgcgaccat tggactggac 
caatccttgg ggatgctgga 
ccgacaccac cgaccacggc 
tggtaaggcg tgtagcggtc 
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gtaacgacgg gtgacctcga actcggggct tcaaagtctt ctgctgtg 


348 

<210> 2510 
<211> 108 
<212> PRT 
<213> Homo sapiens 

<400> 2510 

Met Ala Pro Arg Gin Gly Pro He 
1 5 

Phe Val Asp Ala Arg Glu Val Leu 
20 

Val His Glu Arg Val Glu Pro Gly 
35 40 

Gly Asp Ala Gly Arg Gin Val Ala 
50 55 

Arg Thr Asp Thr Thr Asp His Gly 
65 70 

Asp Leu Ala Pro Gly Leu Val Arg 
85 

Asp Leu Glu Leu Gly Ala Ser Lys 
100 


Leu Arg Ala Leu Val Ala Leu Asp 
10 15 

Leu Pro Ala Thr lie Gly Leu Asp 
25 30 

Lys Thr Glu Thr Gin Pro lie Leu 
45 

Glu Gly Lys His Val Asp His Val 
60 

His Arg Ser Gin Arg Asn Leu Val 
75 80 
Arg Val Ala Val Val Thr Thr Gly 
90 95 

Ser Ser Ala Val 
105 


<210> 2511 

<211> 663 

<212> DNA 

<213> Homo sapiens 

<4 00 > 2511 

nnacgcgtgt gggaccatat 
60 

tccctgacta ggctgctgtc 
120 

cctgtcatcg cacacgtcgg 
180 

gcattacgcc caggacgcgt 
240 

accgtcactg acgccactga 
300 

gagggaactc ccatcgccat 
360 

gagccagttc ggttcgctaa 
420 

ggcgacgcca tcatcatcaa 
480 

accgtgcata gcgccctcaa 
540 

atgtccggac agatccccgc 
600 

aggttgccac agccccggga 
660 
gac 
663 


caggggagoo cgatggttct 
gttggctccc gtcgtcaacg 
ttatccgcag gccgccgacg 
tgctggcctg gcggagatcg 
ggatgaacta gotctcactg 
ggatggatcg tggcagctgc 
gcgcttcggt ggtgagcaat 
aatgttccgc cgcctggagc 
cgatgccggg atctcatcgg 
tgaggaacac atcccggtcg 
tggctgggaa ctcatcactg 


caggtaaggg ccggggtggt 
agcaagatct gcaagtgctc 
agtattacca gttgctttta 
tcgtcaacgg tcaacctttt 
cttgggctcg tatcctcctc 
atcgccgtcg agcggcccct 
cgaacacctc gatcatggtg 
ccggcgacaa ccttgacatc 
tggccacatt gtacggcttt 
atctagctat gatcattgag 
ccaaggcagt cgatctcgtc 
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<210> 2512 

< 211 > 221 

<212> PRT 

<213> Homo sapiens 

<400> 2512 

Xaa Arg Val Trp Asp His lie Arg Gly Ala Arg Trp Phe Ser Gly Lys 
1 5 10 15 

Gly Arg Gly Gly Ser Leu Thr Arg Leu Leu Ser Leu Ala Pro Val Val 
20 25 30 

Asn Glu Gin Asp Leu Gin Val Leu Pro Val lie Ala His Val Gly Tyr 
35 40 45 

Pro Gin Ala Ala Asp Glu Tyr Tyr Gin Leu Leu Leu Ala Leu Arg Pro 
50 55 60 

Gly Arg Val Ala Gly Leu Ala Glu lie Val Val Asn Gly Gin Pro Phe 

65 70 75 80 

Thr Val Thr Asp Ala Thr Glu Asp Glu Leu Ala Leu Thr Ala Trp Ala 

85 90 95 

Arg lie Leu Leu Glu Gly Thr Pro lie Ala Met Asp Gly Ser Trp Gin 
100 105 HO 

Leu His Arg Arg Arg Ala Ala Pro Glu Pro Val Arg Phe Ala Lys Arg 
115 .120 125 

Phe Gly Gly Glu Gin Ser Asn Thr Ser lie Met Val Gly Asp Ala lie 
130 135 140 

He lie Lys Met Phe Arg Arg Leu Glu Pro Gly Asp Asn Leu Asp lie 

145 150 155 160 

Thr Val His Ser Ala Leu Asn Asp Ala Gly lie Ser Ser Val Ala Thr 

165 170 175 

Leu Tyr Gly Phe Met Ser Gly Gin lie Pro Ala Glu Glu His lie Pro 
180 185 190 

Val Asp Leu Ala Met lie lie Glu Arg Leu Pro Gin Pro Arg Asp Gly 
195 200 205 

Trp Glu Leu lie Thr Ala Lys Ala Val Asp Leu Val Asp 
210 215 220 

<210> 2513 

<211> 368 

<212> DNA 

<213 > Homo sapiens 

<400> 2513 

ctggctggaa tgatcacctt tacctgcaac ctggctgaga atgtgtccag caaagttcgt 
60 

cagcttgacc tggccaagaa ccgcctctat caggccattc agagagctga tgacatcttg 
120 

gacctgaagt tctgcatgga tggagttcag actgctttga ggagtgaaga ttatgagcag 
180 

gctgcagcac atattcatcg ctacttgtgc ctggacaagt cggtcattga gctcagccga 
240 

cagggcaaag agggtcagca tccgaaactg gagcatgatt gatgccaacc tgaaattgct 
300 

gcaggaagct gagcaacgtc tcaaagccat tgtggcagag aagtttgcca ttgccaccaa 
360 
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ggaaggtg 

368 

<210> 2514 
<211> 93 
<212> PRT 

<213> Homo sapiens 
<400> 2514 

Leu Ala Gly Met He Thr Phe Thr Cys Asn Leu Ala Glu Asn Val Ser 
15 10 15 

Ser Lys Val Arg Gin Leu Asp Leu Ala Lys Asn Arg Leu Tyr Gin Ala 
20 25 30 

lie Gin Arg Ala Asp Asp lie Leu Asp Leu Lys Phe Cys Met Asp Gly 
35 40 45 

Val Gin Thr Ala Leu Arg Ser Glu Asp Tyr Glu Gin Ala Ala Ala His 
50 55 50 

He His Arg Tyr Leu Cys Leu Asp Lys Ser Val lie Glu Leu Ser Arg 
65 70 75 80 

Gin Gly Lys Glu Gly Gin His Pro Lys Leu Glu His Asp 
85 90 

<210 > 2515 

<211> 351 

<212 > DNA 

<213 > Homo sapiens 

<400> 2515 

agatcttaag ggccccagga atttgttttg ttttcctttt taactcccca ggtaattatg 
60 

gctcatcctg gaccagaccc ttcctacccc tccaactccc caacaactgg gcaattggaa 
120 

tatcagtcca tccctaaaag ccaaccaggc tctcccgagg gaggcaggaa atccctgctc 
180 

cctccatccc ccaccgggaa tgctgcaggg ggcttgaggg aggcgacaca gtggggagct 
240 

ctgggtgcag gtgggcagac aatgggccaa cacaccccct cagccccgct ccagtatcag 
300 

cattccagac ccacccacct gggcccttgg tcaccgggag acctcacgcg t 
351 

<210> 2516 
<211> 98 
<212> PRT 

<213 > Homo sapiens 
<400> 2516 

Met Ala His Pro Gly Pro Asp Pro Ser Tyr Pro Ser Asn Ser Pro Thr 
15 10 15 

Thr Gly Gin Leu Glu Tyr Gin Ser lie Pro Lys Ser Gin Pro Gly Ser 
20 25 30 

Pro Glu Gly Gly Arg Lys Ser Leu Leu Pro Pro Ser Pro Thr Gly Asn. 

35 40 45 

Ala Ala Gly Gly Leu Arg Glu Ala Thr Gin Trp Gly Ala Leu Gly Ala 
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50 55 60 

Gly Gly Gin Thr Met Gly Gin His Thr Pro Ser Ala Pro Leu Gin Tyr 

65 70 75 80 

Gin His Ser Arg Pro Thr His Leu Gly Pro Trp Ser Pro Gly Asp Leu 

85 90 95 

Thr Arg 


<210> 2517 
<211> 356 
<212> DNA 

<213 > Homo sapiens 
<4 00 > 2517 

acgcgtggaa agacagtgac tgtgagtgtg tacgcatggg agcagaaggg gaggacaaac 
60 

ggaggtggcc agtgagtcag gaggcggggg ggggggctag ggcttcccca ggggtcagga 
120 

cctgtcacca accaaacccc atgggcctat tcagcagccc caacttggct ggtctggccg 
180 

aggccacaca ttccctgggg actgagctcc aaggtgctgg gtccctgagc aggaagcggc 
240 

cagtgttgag tgggcagtgt ctcactccag cccctccttc ccaggccagt tcttctcatc 
300 

tccctcagtc tttcccaagc aggccctcat ctacagggca gacctgactg gctagc 
356 

<210> 2518 
< 211> 103 
<212> PRT 

<213 > Homo sapiens 
<400> 2518 


Met Gly 

Ala 

Glu 

Gly Glu 

Asp 

Lys 

Arg 

Arg Trp 

Pro 

Val 

Ser 

Gin 

Glu 

1 


\ 

5 




10 




15 


Ala Gly 

Gly 

Gly 

Ala Arg 

Ala 

Ser 

Pro 

Gly Val 

Arg 

Thr 

Cys 

His 

Gin 



20 




25 




30 



Pro Asn 

Pro 

Met 

Gly Leu 

Phe 

Ser 

Ser 

Pro Asn 

Leu 

Ala 

Gly 

Leu 

Ala 


35 




40 




45 




Glu Ala 

Thr 

His 

Ser Leu Gly 

Thr 

Glu 

Leu Gin 

Gly Ala 

Gly 

Ser 

Leu 

50 




55 




60 





Ser Arg 

Lys 

Arg 

Pro Val 

Leu 

Ser 

Gly 

Gin Cys 

Leu 

Thr 

Pro 

Ala 

Pro 

65 



70 




75 





80 

Pro Ser 

Gin 

Ala 

Ser Ser 

Ser 

His 

Leu 

Pro Gin 

Ser 

Phe 

Pro 

Ser 

Arg 




85 




90 




95 


Pro Ser 

Ser 

Thr 

Gly Gin 

Thr 











100 












<210> 2519 
<211> 830 
<212> DNA 

<2 13> Homo sapiens 
<400> 2519 
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accggtcagt ctgcgcggca 
60 

cgacagccct ggtgccaagc 
120 

tctccatctg ctctgggact 
180 

tttcctcctc tgaaaactgg 
240 

cacaagacaa ttgcacagca 
300 

acacctcctt gcaggactca 
360 

ttcctgcctc tgcttttgct 
420 

ttctccaaac ccagctctcc 
480 

accctgccct ccgcagctca 
540 

tcatcttgcc accactcaca 
600 

gggaagcagt ccccaaagca 
660 

acaggccagc atctaaaaga 
720 

gtttcttaac cagaacgcaa 


gcaccgcacc ccggagccgc 
cctgtctgag ccccaccagg 
ctggcctgct gcttcctctg 
agctacacct gccccaacag 
gacccacctc ttctccaaag 
tggctaccgt gggctcgcac 
caatctgctc aatgacagaa 
ctcgaggctc ccatcctgct 
caggcagacc tggagcccag 
atgcccagca gtgttaaaat 
gaatcgtcac cacatctgaa 
gatgtgcgct gagcgtccgt 
aatcctgtga ccaggattat 


agctcttcct cccgcttgcc 
aggaagcgcg tgctggctgc 
cctgccactc cccaaccccg 
ggcagaatta ccttaaatgg 
ttttcagggc ccaaacccag 
caccagcctc cccatgcgtt 
acgcgacaac agagggcact 
gctcacgctg aggccactct 
tgactacagg gttggcctcc 
ccggcaggat gcacccgctt 
tagtttctgc catcccactg 
tatgtggtgg cgtcgctgtg 
caccggctcg tttcatacat 


780 

gagacggggg aagccaaagt aaccactcag gccacagcag aaaaacgcgt 


830 

<210> 2520 
<211> 107 
<212> PRT 

<213 > Homo sapiens 


<400> 2520 


Met Ser 
1 

Pro 

Ala 

Arg 

5 

Arg 

Cys 

Leu 

Glu Glu 

Val 

Gly 

20 

Leu 

Leu 

Cys 

Asn 

Leu Pro 

Cys 

35 

Trp 

Gly 

Arg 

Cys 

Ser 

40 

Gly Trp 
50 

Gly 

Val 

Ala 

Gly 

Arg 

55 

Gly 

Arg Trp 
65 

Arg 

Ala 

Ala 

Ser 

70 

Thr 

Arg 

Gly Leu 

Ala 

Pro 

Gly 

85 

Leu 

Ser 

Gly 

Arg Gly 

Ala 

Val 

100 

Leu 

Pro 

Arg 

Arg 


Gly Leu Gly Pro Glu Asn Phe Gly 
10 15 

Cys Leu Val Pro Phe Lys Val lie 
25 30 

Ser Ser Phe Gin Arg Arg Lys Arg 
45 

Ser Ser Arg Pro Glu Ser Gin Ser 
60 

Phe Leu Leu Val Gly Leu Arg Gin 
75 80 

Lys Arg Glu Glu Glu Leu Arg Leu 
90 95 

Leu Thr Gly 
105 


<210> 2521 
<2 11> 4291 
<2 12 > DNA 

<213 > Homo sapiens 
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< 400 > 2521 

ctctctctct ttcgggcgga gtcgcccacc actgccagcc cagcgctggg gggacctgct 
60 

ccaggctgta gccgcaggac cccaccaccc cccatggctc ccctggcctt ggtgggggtc 
120 

acactcctcc tggcggctcc cccatgctcc ggggcagcca ccccaacccc ctccctgccg 
180 

cctcccccgg ccaatgacag cgacaccagc acagggggct gccaggggtc ctaccgctgc 
240 

cagccggggg tgctgctgcc cgtgtgggag cccgacgacc cgtcgctggg tgacaaggcg 
300 

gcacgggcag tggtgtactt tgtggccatg gtctacatgt ttctgggagt gtccatcatc 
360 

gccgaccgtt tcatggcggc catcgaggtc atcacgtcaa aagagaagga gatcaccatc 
420 

accaaggcca acggtgagac cagcgtgggc accgttcgca tctggaatga gacggtgtcc 
480 

aacctcacgc tcatggccct gggctcctcc gcacctgaga tcctgctgtc agtcatcgaa 
540 

gtctgcggcc acaacttcca ggcgggtgag ctgggcccag gcaccatcgt gggcagcgct 
600 

gccttcaaca tgtttgtggt catcgccgtg tgcatctacg tcatcccagc cggcgagagc 
660 

cgcaagatca agcacctgag agtcttcttt gtcactgcct cttggagcat cttcgcctat 
720 

gtctggcttt atctcatcct tgctgttttt tcccccggtg tggtccaggt gtgggaggcg 
780 

ctgctgaccc tggtcttctt cccggtgtgc gtggtattcg cc tggatggc cgacaagcgg 
840 

ctgctcttct acaagtacgt gtacaagcgc taccgcaccg acccacgcag cggcatcatc 
900 

ataggcgccg agggcgaccc cccgaagagc atcgagctgg acggcacgtt cgtgggcgcc 
960 

gaggccccag gtgagctggg cggcctgggc ccgggccccg ccgaggcgcg cgagctggac 
1020 

gccagccgcc gcgaggtcat ccagatcctc aaggacctca agcagaagca cccggacaag 
1080 

gatctggagc agctggtggg catcgccaac tactacgcgc tgctgcacca gcagaagagc 
1140 

cgcgccttct accgcatcca ggccacgcgg ctgatgaccg gcgccgggaa cgtgctgcgc 
1200 

agacacgcgg cggacgcctc gcgcagggcg gcgccggccg agggcgcggg cgaggacgaa 
1260 

gacgacggcg ccagccgcat cttcttcgag cctagcctct accactgcct ggagaactgc 
1320 

ggctccgtgc tgctgtccgt cacgtgccag ggcggcgagg gcaacagcac cttctacgtg 
1380 

gactaccgca ctgaggacgg ctctgccaag gcgggctccg actacgagta cagcgagggc 
1440 

acgctggtgt tcaaaccagg cgagacgcag aaggagctgc gcatcggcat catcgacgac 
1500 

gacatcttcg aggaggacga gcatttcttc gtgcggctgc tgaacctgcg cgtgggcgac 
1560 
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gcgcagggca tgttcgagcc ggacggcggc gggcggccca aggggcggct ggtggcgccg 
1620 

ctgctggcca ccgtcaccat cctggacgac gaccacgcag gcatcttctc cttccaggac 
1660 

cgcctgctgc acgtgagcga gtgcatgggc accgtggacg tgcgcgtcgt gcgcagctcg 
1740 

ggcgcgcgcg gcaccgtgcg ccttccctac cgcacggtgg acggcacggc gcgcggcggc 
1800 

ggcgtgcact acgaggacgc gtgcggagag ctggagtttg gcgacgacga gaccatgaaa 
1860 

actcttcagg tgaagatagt tgatgacgag gaatatgaga aaaaggataa tttcttcatt 
1920 

gagctgggcc agccccagtg gcttaagcga gggatttcag ctctgctact caatcaaggg 
1980 

gatggggaca ggaagctaac agccgaggag gaggaggctc ggaggatagc agagatgggc 
2040 

aagccagttc ttggggagaa ctgccggctg gaggtcatca tcgaggagtc atatgatttt 
2100 

aagaacacgg tggataaact catcaagaaa acgaacttgg ccttggtaat tgggacccat 
2160 

tcatggaggg agcagttttt agaggcaatt acggtgagcg caggggacga ggaggaggag 
2220 

gaggacgggt cccgggagga gcggctgccg tcgtgctttg actacgtgat gcacttcctg 
2280 

acggtgttct ggaaggtgct cttcgcctgt gtgcccccca ccgagtactg ccacggctgg 
2340 

gcctgctttg gtgtctccat cctggtcatc ggcctgctca ccgccctcat tggggacctc 
2400 

gcctcccact tcggctgcac cgttggcctc aaggactctg tcaatgctgt tgtcttcgtt 
2460 

gccctgggca cctccatccc tgacacgttc gccagcaagg tggcggcgct gcaggaccag 
2520 

tgcgccgacg cgtccatcgg caacgtgacc ggctccaacg cggtgaacgt gttccttggc 
2580 

ctgggcgtcg cctggtctgt ggccgccgtg tactgggcgg tgcagggccg ccccttcgag 
2640 

gtgcgcactg gcacgctggc cttctccgtc acgctcttca ccgtcttcgc cttcgtgggc 
2700 

attgccgtgc tgctgtaccg gcgccggccg cacatcggcg gcgagctggg cggcccgcgc 
2760 

ggacccaagc tcgccaccac cgcgctcttc ctgggcctct ggctcctgta catcctcttc 
2820 

gccagcctgg aggcgtactg ccacatccgg ggcttctagg gcctcgcgca gagactcgtc 
2880 

cccaccgccc gcccggggct agggactcgg ctgcacctgc tcttggaccc tggtctcctt 
2940 

ttccccccag actcggcctc ctctectggg actcggcctc ccttctccgc cccctcccct 
3000 

ggctttgatt gcccctgttc tgtgtcccca gtagctcagc cttccctctt cctctcggga 
3060 

gcctccccgg ttcctcccct gcggtgaccc caactccagc ccatcctgtt ggtgaccgtc 
3120 

tatatccctg gggaaatttc caccccagtc ccctccccag ggaaccaccc ccagtaacca 
3180 
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tcctggggag tttaaggtct ctctccttgg tcacccagcc tggctttgcc cccaaagtct 
.324 0 

cccttcccct agtgaccccc ccccacttca ccccatgtcc cagagcctca gaacccaccc 
3300 

tccctggggg accctcgaag gaggctgtca gaggccgtct cagctcccag cccttccccc 
3360 

cagccctcag ggagctccgc tcagccccgg cggggaggag cgggtgggtg tgcgcgcaag 
3420 

gaggccgcac acctttcctt ccaatccctc cactcgggtt cttgggagga cactcattct 
3480 

ccaggctcgg agacgagggg agaagtttgg ggtttcagtc ccagggctta gccggaggaa 
3540 

gcacattttg aacctgcaac ttcagacatt ccagctcccc cactcgccct ccactacctc 
3600 

tgagagccca gccacgcctt ggagggaggg gcttgtgtgt gtatatagtg tgtttggggg 
3660 

aggggggacg cgggagggtg catgtcttgg gaaaaggggg tgacagacaa cttttgagag 
3720 

ggcagcagac tccctcagcc atgagaacca gctttgggga ggaggccggg aatcaaagcg 
3780 

agtccagttg atctcccctg acaatctgga aggttcattt tgccctcagt gccagccaat 
3840 

ccgggcagga ccctcgaaga ggagaccgag ggtcccagag gaccaatgct acaagccagc 
3900 

aaatgctgcc acatctctgc ctgatggggg gtggggatgg gtggggggat gggactgggc 
3960 

caagggatct gggtgggcat ttttaacttt ggaggccttc catctgtcgg taggccatct 
4020 

gcattttctt actgttgatg tttcctg ccc aaaggacaca tttgggcagt gccacccact 
4080 

ccttgggccc ctaggatgac ccaactaccc ccataacttt ctgcttccca caggttttca 
4140 

gcattctatc gtcctgttgt gctcagcccc aacatcccag acccgttacc cgctaccctt 
4200 

ctctccccca gctcatcatc agtcgctgtc tcttttctgt gatttctgta aaagttgcca 
4260 

taaaactttg aaattctgcc tgaaaaaaaa a 
4291 

<210> 2522 

<211> 952 

<212> PRT 

<213> Homo sapiens 

<400 > 2522 

Leu Ser Leu Phe Arg Ala Glu Ser Pro Thr Thr Ala Ser Pro Ala Leu 
1 5 10 IS 

Gly Gly Pro Ala Pro Gly Cys Ser Arg Arg Thr Pro Pro Pro Pro Met 
20 25 30 

^ 2.3 Pro Leu Ala Leu Val Gly Val Thr Leu Leu Leu Ala Ala Pro Pro 
35 40 45 

Cys Ser Gly Ala Ala Thr Pro Thr Pro Ser Leu Pro Pro Pro Pro Ala 
50 55 60 

Asn Asp Ser Asp Thr Ser Thr Gly Gly Cys Gin Gly Ser Tyr Arg Cys 
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65 70 

Gin Pro Gly Val Leu Leu Pro Val 
85 

Gly Asp Lys Ala Ala Arg Ala Val 
100 

Met Phe Leu Gly Val Ser He lie 
115 120 
Glu Val lie Thr Ser Lys Glu Lys 
130 135 

Gly Glu Thr Ser Val Gly Thr Val 
145 150 

Asn Leu Thr Leu Met Ala Leu Gly 
165 

Ser Val lie Glu Val Cys Gly His 
180 

Pro Gly Thr lie Val Gly Ser Ala 
195 200 

Ala Val Cys lie Tyr Val lie Pro 
210 215 

His Leu Arg Val Phe Phe Val Thr 
225 230 

Val Trp Leu Tyr Leu lie Leu Ala 
245 

Val Trp Glu Ala Leu Leu Thr Leu 
260 

Phe Ala Trp Met Ala Asp Lys Arg 
275 280 

Lys Arg Tyr Arg Thr Asp Pro Arg 
290 295 

Gly Asp Pro Pro Lys Ser lie Glu 
305 310 

Glu Ala Pro Gly Glu Leu Gly Gly 
325 

Arg Glu Leu Asp Ala Ser Arg Arg 
340 

Leu Lys Gin Lys His Pro Asp Lys 
355 360 

Ala Asn Tyr Tyr Ala Leu Leu His 
370 375 

Arg lie Gin Ala Thr Arg Leu Met 
385 390 

Arg His Ala Ala Asp Ala Ser Arg 
405 

Gly Glu Asp Glu Asp Asp Gly Ala 
420 

Leu Tyr His Cys Leu Glu Asn Cys 
435 440 

Cys Gin Gly Gly Glu Gly Asn Ser 
450 455 

Glu Asp Gly Ser Ala Lys Ala Gly 
465 470 

Thr Leu Val Phe Lys Pro Gly Glu 
485 . 

lie lie Asp Asp Asp lie Phe Glu 


75 80 

Trp Glu Pro Asp Asp Pro Ser Leu 
90 95 

Val Tyr Phe Val Ala Met Val Tyr 
105 HO 

Ala Asp Arg Phe Met Ala Ala He 
125 

Glu lie Thr lie Thr Lys Ala Asn 
140 

Arg lie Trp Asn Glu Thr Val Ser 
155 160 

Ser Ser Ala Pro Glu lie Leu Leu 
170 175 

Asn Phe Gin Ala Gly Glu Leu Gly 
185 190 

Ala Phe Asn Met Phe Val Val lie 
205 

Ala Gly Glu Ser Arg Lys lie Lys 
220 

Ala Ser Trp Ser lie Phe Ala Tyr 
235 240 

Val Phe Ser Pro Gly Val Val Gin 
250 255 

Val Phe Phe Pro Val Cys Val Val 
265 270 

Leu Leu Phe Tyr Lys Tyr Val Tyr 
285 

Ser Gly lie lie lie Gly Ala Glu 
300 

Leu Asp Gly Thr Phe Val Gly Ala 
315 320 

Leu Gly Pro Gly Pro Ala Glu Ala 
330 335 

Glu Val lie Gin lie Leu Lys Asp 
345 350 

Asp Leu Glu. Gin Leu Val Gly lie 
365 

Gin Gin Lys Ser Arg Ala Phe Tyr 
380 

Thr Gly Ala Gly Asn Val Leu Arg 
395 400 

Arg Ala Ala Pro Ala Glu Gly Ala 
410 415 

Ser Arg lie Phe Phe Glu Pro Ser 
425 430 

Gly Ser Val Leu Leu Ser Val Thr 
445 

Thr Phe Tyr Val Asp Tyr Arg Thr 
460 

Ser Asp Tyr Glu Tyr Ser Glu Gly 
475 480 

Thr Gin Lys Glu Leu Arg lie Gly 
490 495 

Glu Asp Glu His Phe Phe Val Arg 
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500 

Leu Leu Asn Leu Arg Val Gly Asp 
515 520 

Gly Gly Gly Arg Pro Lys Gly Arg 
530 535 

Val Thr lie Leu Asp Asp Asp His 
545 550 

Arg Leu Leu His Val Ser Glu Cys 
565 

Val Arg Ser Ser Gly Ala Arg Gly 
580 

Val Asp Gly Thr Ala Arg Gly Gly 
595 600 

Gly Glu Leu Glu Phe Gly Asp Asp 
610 615 

Lys lie Val Asp Asp Glu Glu Tyr 
625 630 

Glu Leu Gly Gin Pro Gin Trp Leu 
645 

Leu Asn Gin Gly Asp Gly Asp Arg 
660 

Ala Arg Arg lie Ala Glu Met Gly 
675 680 

Arg Leu Glu Val lie lie Glu Glu 
690 695 

Asp Lys Leu lie Lys Lys Thr Asn 
705 710 

Ser Trp Arg Glu Gin Phe Leu Glu 
725 

Glu Glu Glu Glu Glu Asp Gly Ser 
740 

Phe Asp Tyr Val Met His Phe Leu 
755 760 

Ala Cys Val Pro Pro Thr Glu Tyr 
770 775 

Val Ser lie Leu Val lie Gly Leu 
785 790 

Ala Ser His Phe Gly Cys Thr Val 
805 

Val Val Phe Val Ala Leu Gly Thr 
820 

Lys Val Ala Ala Leu Gin Asp Gin 
835 840 

Val Thr Gly Ser Asn Ala Val Asn 
850 855 

Trp Ser Val Ala Ala Val Tyr Trp 
865 870 

Val Arg Thr Gly Thr Leu Ala Phe 
885 

Ala Phe Val Gly lie Ala Val Leu 
900 

Gly Gly Glu Leu Gly Gly Pro Arg 
915 920 

Leu Phe Leu Gly Leu Trp Leu Leu 


505 510 

Ala Gin Gly Met Phe Glu Pro Asp 
525 

Leu Val Ala Pro Leu Leu Ala Thr 
540 

Ala Gly lie Phe Ser Phe Gin Asp 
555 560 

Met Gly Thr Val Asp Val Arg Val 
570 575 

Thr Val Arg Leu Pro Tyr Arg Thr 
585 590 

Gly Val His Tyr Glu Asp Ala Cys 
605 

Glu Thr Met Lys Thr Leu Gin Val 
620 

Glu Lys Lys Asp Asn Phe Phe lie 
635 640 

Lys Arg Gly lie Ser Ala Leu Leu 
650 655 

Lys Leu Thr Ala Glu Glu Glu Glu 
665 670 

Lys Pro Val Leu Gly Glu Asn Cys 
685 

Ser Tyr Asp Phe Lys Asn Thr Val 
700 

Leu Ala Leu Val lie Gly Thr His 
715 720 

Ala lie Thr Val Ser Ala Gly Asp 
730 735 

Arg Glu Glu Arg Leu Pro Ser Cys 
745 750 

Thr Val Phe Trp Lys val Leu Phe 
765 

Cys His Gly Trp Ala Cys Phe Gly 
780 

Leu Thr Ala Leu lie Gly Asp Leu 
795 800 

Gly Leu Lys Asp Ser Val Asn Ala 
810 815 

Ser lie Pro Asp Thr Phe Ala Ser 
825 830 

Cys Ala Asp Ala Ser lie Gly Asn 
845 

Val Phe Leu Gly Leu Gly Val Ala 
860 

Ala Val Gin Gly Arg Pro Phe Glu 
875 880 

Ser Val Thr Leu Phe Thr Val Phe 
890 895 

Leu Tyr Arg Arg Arg Pro His lie 
90S 510 

Gly Pro Lys Leu Ala Thr Thr Ala 
925 

Tyr lie Leu Phe Ala Ser Leu Glu 
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930 935 940 

Ala Tyr Cys His lie Arg Gly Phe 
945 950 

<210> 2523 

<211> 392 

<212> DNA 

<213 > Homo sapiens 

<400> 2523 

nnnattacct acgttcgcac cctgtcagga ttcgcctaca ccgcatttgt cgtggatgtc 
60 

ttcagccgaa aaattgttgg tgttgctaca cgctcgacga tgcgtaccga tgcgctgccc 
120 

atggaggctt tggagcatgc gttaacgact gcagggcgaa ttcatggaaa ccagttaatt 
180 

caccatagcg atcggggcag ccagtacgtg tcactgaagt attccaccgc gttagcggaa 
240 

tccggaatcc gtccgagtgt gggaacagtc ggcgattctt atgacaatgc tctagccgaa 
300 

acagtcaacg gtctctacaa ggcggaactg attcatgccc aaggtccgtg gacgtcggtc 
360 

ggagaagtcg aattggccac cttgcggnnn nn 
392 

<210> 2524 
<211» 130 
<212 > PRT 
<213 > Homo sapiens 

<400> 2524 
Xaa lie Thr Tyr Val 
1 5 

Val Val Asp Val Phe 
20 

Thr Met Arg Thr Asp 
35 

Thr Thr Ala Gly Arg 
50 

Arg Gly Ser Gin Tyr 
65 

Ser Gly He Arg Pro 
85 

Ala Leu Ala Glu Thr 
100 

Ala Gin Gly Pro Trp 
115 

Arg Xaa 
130 

<210> 2525 
<211> 378 
<212 > DNA 
<213> Homo sapiens 


Arg 

Thr 

Leu 

Ser 

Gly 

Phe 

Ala 

Tyr 

Thr 

Ala 

Phe 





10 





15 


Ser 

Arg 

Lys 

lie 

Val 

Gly Val 

Ala 

Thr 

Arg 

Ser 




25 





30 



Ala 

Leu 

Pro 

Met 

Glu 

Ala 

Leu 

Glu 

His 

Ala 

Leu 



40 





45 




lie 

His 

Gly 

Asn 

Gin 

Leu 

lie 

His 

His 

Ser 

Asp 


55 





60 





Val 

Ser 

Leu 

Lys 

Tyr 

Ser 

Thr 

Ala 

Leu 

Ala 

Glu 

70 





75 





80 

Ser 

Val 

Gly 

Thr 

Val 

Gly Asp 

Ser 

Tyr 

Asp 

Asn 





90 





95 


Val 

Asn 

Gly 

Leu 

Tyr 

Lys 

Ala 

Glu 

Leu 

lie 

His 




105 





110 



Thr 

Ser 

Val 

Gly 

Glu 

Val 

Glu 

Leu 

Ala 

Thr 

Leu 



120 





125 
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<400> 2525 

acgcgttctc gggcgagggc atcgcagatt tcgaatgcac ggtgatggcg gtgtgccgca 
60 

tcccctttga atacgtggtg ctgtcaccgc cgcgggaatc aagaaccgca cgttgcgcaa 
120 

atcgctgcgc tacgcaccaa cgtggtcggc aagatgttgg tcagcggcga gccccgcnaa 
180 

tgattcatat ctccgatatc agcacgacag gggcgtcatt ccgctctgca catcggcttg 
240 

gaagtcagcg gtgcgcccgc acgcctgcga tttcgggtga agacgcgcga ctaccattca 
300 

gaactggtgg ccgcaacact cattcgcagc gagaagcccg ccgatttgcc caacacctat 
360 

caatacggcg tggaattc 
378 

<210> 2526 
< 211 > 111 
<212> PRT 

<213> Homo sapiens 
<4 00> 2526 

Met Ala Val Cys Arg lie Pro 
1 5 

Arg Glu Ser Arg Thr Ala Arg 
20 

Arg Gly Arg Gin Asp Val Gly 
35 

lie Ser Asp He Ser Thr Thr 
50 55 

Leu Gly Ser Gin Arg Cys Ala 
65 70 

Ala Arg Leu Pro Phe Arg Thr 
85 

Glu Ala Arg Arg Phe Ala Gin 
100 

<210> 2527 
<211> 305 
<212> DNA 

<213> Homo sapiens 


Phe Glu Tyr 

Val 

Val 

Leu 

Ser 

Pro 

Pro 

10 





15 


Cys Ala Asn 

Arg 

Cys 

Ala 

Thr 

His 

Gin 

25 




30 



Gin Arg Arg 

Ala 

Pro 

Xaa 

Met 

lie 

His 

40 



45 




Gly Ala Ser 

Phe 

Arg 

Ser 

Ala 

His 

Arg 



60 





Arg Thr Pro 

Ala 

lie 

Ser 

Gly Glu 

Asp 

75 





80 

Gly Gly Arg 

Asn 

Thr 

His 

Ser 

Gin 

Arg 

90 





95 


His Leu Ser 

lie 

Arg 

Arg 

Gly 

lie 



105 HO 


<400> 2527 

ntggtcacct tccgaatggg acggcggccc aaacccgaga tcatggccag caaagagcag 
60 

cagatccaga gagacgacct tggagccagt ccccagagca gcagccagcc aga.ccacggc 
120 

cgcctctccc ccccagaagc tcccgacagg cccaccatct ccacggcctc cgagacctca 
180 

gtgtacgtga cctggattcc ccgtgggaat ggtgggttcc caatccagtc cttccgtgtg 
240 

gagtacaaga agctaaagaa agtgggagac tggattctgg ccaccagcgc catcccccca 
300 
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cgcgt 

305 

<210> 2528 
< 211 > 101 
<212> PRT 

<213 > Homo sapiens 


<400> 2528 

Xaa Val Thr Phe Arg Met Gly Arg 
1 5 

Ser Lys Glu Gin Gin lie Gin Arg 
20 

Ser Ser Ser Gin Pro Asp His Gly 
35 40 

Asp Arg Pro Thr lie Ser Thr Ala 
50 55 

Trp lie Pro Arg Gly Asn Gly Gly 
65 70 

Glu Tyr Lys Lys Leu Lys Lys Val 
85 

Ala lie Pro Pro Arg 
100 


Arg Pro Lys Pro Glu lie Met Ala 
10 15 

Asp Asp Leu Gly Ala Ser Pro Gin 
25 30 

Arg Leu Ser Pro Pro Glu Ala Pro 
. 45 

Ser Glu Thr Ser Val Tyr val Thr 
60 

Phe Pro lie Gin Ser Phe Arg Val 
75 80 
Gly Asp Trp lie Leu Ala Thr Ser 
90 95 


<210> 2529 
<211> 387 
<212> DNA 

<213 > Homo sapiens 
<400> 2529 

acgcgtctcc ccgtggtggg 
60 

tgtgtcctcc gtgccccccg 
120 

gtgaagtgtc acccggcttg 
180 

gccatggcgg cggctgctgg 
240 

tttgctctgc aggggtgggc 
300 

cgtttgtgtc tttccacaat 
360 

ccatgagctc cacaggttcc 
387 


tcccgatccc ccggccggct 
agtggcctgc tagcccgctc 
ctgcggcgtg tctccgccgt 
gaaggctcct gcgtatggct 
ttctgagcag aggaaggcca 
gtcgggcttt tatggatgct 
tgaggga 


ctgccactga agcctctccc 
tcccacacag tctccttgat 
aacacgtgta taccggctca 
ttgccatccg ggacccgggc 
gaggtaacca ggtccatgca 
tttagtctca gtcacaaaag 


<210> 2530 
< 211 > 121 
<212> PRT 

<213 > Homo sapiens 
<400> 2530 

Met Ala Phe Val Thr Glu Thr Lys Ser lie His Lys Ser Pro Thr Leu 

1 5 10 IS 

Trp Lys Asp Thr Asn Val His Gly Pro Gly Tyr Leu Trp Pro Ser Ser 
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20 

Ala Gin Lys Pro Thr Pro Ala Glu 
35 40 

Ser His Thr Gin Glu Pro Ser Gin 
50 ‘ 55 

Tyr Thr Arg Val Thr Ala Glu Thr 
65 70 

Ser His Gin Gly Asp Cys Val Gly 
85 

Gly His Gly Gly His Arg Glu Arg 
100 

Asp Arg Asp Pro Pro Arg Gly Asp 
115 120 

<210> 2531 
<211> 396 
<212> DNA 

<213> Homo sapiens 


25 30 

Gin Ser Pro Gly Pro Gly Trp Gin 
45 

Gin Pro Pro Pro Trp Leu Ser Arg 
60 

Arg Arg Ser Lys Pro Gly Asp Thr 
75 80 
Glu Arg Ala Ser Arg Pro Leu Gly 
90 95 

Leu Gin Trp Gin Ser Arg Pro Gly 
105 110 

Ala 


<400> 2531 

tctagagata caaaaagtac tctatacact gagagacatc tggataaata caaaggttga 
60 

gctttccaac cagctgaaga tgacaagact aaaccccaag tcgctgcagc tctgtgtcat 
120 

ctcatcagca gccctggaga tgacaaagat agtgctgagg gggaacagac cttcgtcatc 
180 

agttaaagat atgctagctt ttctttttct tccagacatt cctgaatcca gagaactttc 
240 

ctgtaatgcg tcaaatcctt taggtctcaa ttctttccct agagagacaa ggagcacagt 
300 

tcgttcccaa ggccccccat gcttggcgag ggcgtctctg ctttccaggc agggtcctgc 
360 

tgcctcca cc cacgtgcagg gaaaggaagg acgcgt 
396 ' . . 

<210> 2532 
<211> 105 
<212> PRT 

<213 > Homo sapiens 


<400> 2532 


Met 

Thr 

Arg 

Leu 

Asn 

Pro 

Lys 

Ser 

1 




5 




Ala 

Ala 

Leu 

Glu 

Met 

Thr 

Lys 

He 




20 





Ser 

Ser 

Val 

Lys 

Asp 

Met 

Leu 

Ala 



35 





40 

Glu 

Ser 

Arg 

Glu 

Leu 

Ser 

Cys 

Asn 


50 





55 


Ser 

Phe 

Pro 

Arg 

Glu 

Thr 

Arg 

Ser 

65 





70 



Cys 

Leu 

Ala 

Arg 

Ala 

Ser 

Leu 

Leu 





85 




Thr 

His 

Val 

Gin 

Gly 

Lys 

Glu 

Gly 


Leu 

Gin 

10 

Leu 

Cys 

Val 

lie 

Ser 

15 

Ser 

Val 

25 

Leu 

Arg 

Gly Asn 

Arg 

30 

Pro 

Ser 

Phe 

Leu 

Phe 

Leu 

Pro 

45 

Asp 

lie 

Pro 

Ala 

Ser 

Asn 

Pro 

60 

Leu 

Gly 

Leu 

Asn 

Thr 

Val 

Arg 

75 

Ser 

Gin 

Gly 

Pro 

Pro 

80 

Ser 

Arg 

Arg 

90 

Gin Gly 

Pro 

Ala 

Ala 

95 

Ser 
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100 105 

<210> 2533 
<211> 495 
<212 > DNA 

<213 > Homo sapiens 
<400> • 2533 

ngccggccag atgtcccggg cgtgctggtg gccgggggct gtgcaggagt cctggcctgg 
60 

gctgtggcan cccccatgga cgtgatcaag tcgagactgc aggcagacgg gcagggccag 
120 

aggcgctacc ggggtctcct gcactgtatg gtgaccagcg ttcgagagga gggaccccgg 
180 

gtccttttca aggggctggt actcaattgc tgccgcgcct tccctgtcaa catggtggtc 
240 ^ 

ttcgtcgcct atgaggcagt gctgaggctc gcccggggtc tgctcacata gccggtcccc 
300 

acgcccagcg gcccacccac cagcagctgc tggaggtcgt agtggctgga ggaggcaagg 
360 

ggtagtgtgg ctgggttcgg gaccccacag ggccattgcc caggagaatg aggagcctcc 
420 

ctgcagtgtt gtcggccgag gcctgagctc gccctgccca gctactgacc tcaggtcgag 
480 

gggcccgcca gccat 
495 

<210> 2534 
<211> 96 
<212 > PRT 

<213 > Homo sapiens 
<400> 2534 

Xaa Arg Pro Asp Val Pro Gly Val Leu Val Ala Gly Gly Cys Ala Gly 
15 10 15 

Val Leu Ala Trp Ala Val Ala Xaa Pro Met Asp Val He Lys Ser Arg 
20 25 30 

Leu Gin Ala Asp Gly Gin Gly Gin Arg Arg Tyr Arg Gly Leu Leu His 
35 40 45 

Cys Met Val Thr Ser Val Arg Glu Glu Gly Pro Arg Val Leu Phe Lys 
50 55 60 

Gly Leu Val Leu Asn Cys Cys Arg Ala Phe Pro Val Asn Met Val Val 

65 70 75 80 

Phe Val Ala Tyr Glu Ala Val Leu Arg Leu Ala Arg Gly Leu Leu Thr 

85 90 95 

<210> 2535 
<211> 1904 
<212> DNA 

<213 > Homo sapiens 
<4 00> 2535 

ncggcccggg aacgtggctg gttggaggag gtagatcacc ctttctgcgg gggacgattt 
60 
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cgtcggtggt 

120 

aggctgctac 

catgaggttg 

aatcagaaca 

ccttgctgct 

ggggaagaag 

gtggtccttg 

180 

taccctacac 

ctcggagcat 

gtgcccagca 

ggtaccacga 

gtggatgaaa 

tcagaggagc 

240 

tgcagcgttt 

gacagcctcg 

gagccgctga 

ccctggagca 

ggagtatgcc 

atgcagtgca 

300 

gctggcagga 

agatgcagac 

aagtgtacct 

tcattgtgct 

ggatgccgag 

aagtggcagg 

360 

cccagccagg 

cgccaccgaa 

gagagctgca 

tggtgggaga 

cgtgaacctc 

ttcctcacag 

420 

atctagaaga 

ccccaccttg 

ggggagatcg 

aggtcatgat 

tgcagagccc 

agctgcaggg 

480 

gtaagggcct 

tggcactgag 

gccgttctcg 

cgatgctgtc 

ttacggagtg 

accacgctag 

540 

gtctgaccaa 

gtttgaggct 

aaaattgggc 

aaggaaatga 

accaagcatc 

cggatgttcc 

600 

agaaacttca 

ctttgagcag 

gtggctacga gcagtgtttt 

tcaggaggtg 

accctcagac 

660 

tgacagtgag 

tgagtccgag 

catcagtggc 

ttctggagca 

gaccagccac 

gtggaagaga 

720 

agccttacag 

agatgggtcg 

gcagagccct 

gctgatggct 

gggccttgtg 

ggcagccact 

780 

ctgtgtgagc 

agggtgttgg 

gcccatacac 

ttcaaagacc 

agagccctgc 

actgggagag 

840 

tgctcctggc 

ccaggctggg 

aatcaccttt 

cgaggcccrtt 

cagactctgg 

cggggcttgc 

900 

tgtggcctcc 

ctccagctag 

tggtgtggct 

gagcagactc 

cagggccagg 

gccagttccc 

960 

ttctcccctc 

ccggccaaac 

ccagacccag 

actctaggaa 

gctggaatgg 

agggcaggga 

1020 

tccatgggag 

atgtcgggat 

gaaggtggga 

gctggaggtg 

cagggggacc 

tggaacatgg 

1080 

atgggagtgg 

acaggccttt 

ctccttagag gccagaggtg 

ctgccctggc 

tgggagtgaa 

1140 

gctccaggca 

ctaccagctt 

tcctgatttt 

cccgtttggt 

ccatgtgaag 

agctaccacg 

1200 

agccccagcc 

tcacagtgtc 

cactcaaggg 

cagcttggtc 

ctcttgtcct 

gcagaggcag 

1260 

gctggtgtga 

ccctgggaac 

ttgacccggg 

aacaacaggt 

ggtccagagt 

gagtgtggcc 

1320 

tggcccctca 

acctagtgtc 

cgtcctcctc 

tctcctggag 

ccagtcttga 

gtttaaaggc 

1380 

attagtgtta 

gatacagctc 

cttgtggctg 

gaaaacaccc 

ctctgctgat 

aaagctcagg 

1440 

gggcactgag 

gaagcagagg 

ccccttgggg gtgccctcct 

gaagagagcg 

tcaggccatc 

1500 

agctctgtcc 

ctctggtgct 

cccacgtctg 

ttcctca ccc 

tccatctctg 

ggagcagctg 

1560 

cacctgactg 

gccacgcggg 

ggcagtggag gcacaggctc 

agggtggccg 

ggctacctgg 

1620 

caccctatgg 

cttacaaagt 

agagttggcc 

cagtttcctt 

ccacctgagg 

ggagcactct 

1680 

gactcctaac 

agtcttcctt 

gccctgccat 

catctggggt 

ggctggctgt 


1815 



WO 00/58473 


PCT/US00/0862 1 


caagaaaggc cgggcatgct ttctaaacac agccacagga ggcttgtagg gcatcttcca 
1740 

ggtggggaaa cagtcttaga taagtaaggt gacttgccta aggcctccca gcacccttga 
1800 

tcttggagtc tcacagcaga ctgcatgtga acaactggaa ccgaaaacat gcctcagtat 
1860 

aaaacaaaca ttataaaacg aaaaaaaaaa aaaaaaaaag tact 
1904 

<210> 2536 
<211> 207 
<212> PRT 

<213 > Homo sapiens 
<400> 2536 


Met 

Arg 

Leu 

Asn 

Gin 

Asn 

Thr 

Leu 

Leu 

Leu 

Gly 

Lys 

Lys 

Val 

Val 

Leu 

l 



5 





10 





15 


Val 

Pro 

Tyr 

Thr 

Ser 

Glu 

His 

Val 

Pro 

Ser 

Arg 

Tyr 

His 

Glu 

Trp 

Met 



20 





25 





30 



Lys 

Ser 

Glu 

Glu 

Leu 

Gin 

Arg 

Leu 

Thr 

Ala 

Ser 

Glu 

Pro 

Leu 

Thr 

Leu 


35 





40 





45 




Glu 

Gin 

Glu 

Tyr 

Ala 

Met 

Gin 

Cys 

Ser 

Trp 

Gin 

Glu 

Asp 

Ala 

Asp 

Lys 


50 





55 





60 





Cys 

Thr 

Phe 

lie 

Val 

Leu 

Asp 

Ala 

Glu 

Lys 

Trp 

Gin 

Ala 

Gin 

Pro 

Gly 

65 





70 





75 





80 

Ala 

Thr 

Glu 

Glu 

Ser 

Cys 

Met 

Val 

Gly 

Asp 

Val 

Asn 

Leu 

Phe 

Leu 

Thr 





85 





90 





95 


Asp 

Leu 

Glu 

Asp 

Pro 

Thr 

Leu 

Gly 

Glu 

lie 

Glu 

Val 

Met 

lie 

Ala 

Glu 



100 





105 





110 



Pro 

Ser 

Cys 

Arg 

Gly 

Lys 

Gly 

Leu 

Gly 

Thr 

Glu 

Ala 

Val 

Leu 

Ala 

Met 



115 





120 





125 




Leu 

Ser 

Tyr 

Gly 

Val 

Thr 

Thr 

Leu 

Gly 

Leu 

Thr 

Lys 

Phe 

Glu 

Ala 

Lys 


130 





135 





140 





He 

Gly 

Gin 

Gly 

Asn 

Glu 

Pro 

Ser 

lie 

Arg 

Met 

Phe 

Gin 

Lys 

Leu 

His 

145 




150 





155 





160 

Phe 

Glu 

Gin 

Val 

Ala 

Thr 

Ser 

Ser 

Val 

Phe 

Gin 

Glu 

Val 

Thr 

Leu 

Arg 





165 





170 





175 


Leu 

Thr 

Val 

Ser 

Glu 

Ser 

Glu 

His 

Gin 

Trp 

Leu 

Leu 

Glu 

Gin 

Thr 

Ser 




180 





185 





190 



His 

Val 

Glu 

Glu 

Lys 

Pro 

Tyr 

Arg 

Asp 

Gly 

Ser 

Ala 

Glu 

Pro 

Cys 




195 





200 





205 





<210> 2537 

<211> 509 

<2 12 > DNA 

<213 > Homo sapiens 

<400> 2537 

acgcgttctc gtaaggacaa gcttgacgcc gaggtgcatg ccggtgaagg cacccccggg 
60 

gatgtcatcg tgctgcggtt ttccggagcc atggcgaagc gtcctgcctc agttatcctt 
120 

ccgctgctac tgtcggactc ccccgtcatt gcgtggtggc ccttctccgg ccctgacaac 
180 
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ctcgcctcgg accccatcgg agcccttgcg gaccgccgca tcaccgactc ggcagctgac 
240 

aaagatccgt gcaaagccct catacgccgt gcggctcacc taaccgaggg tgactccgac 
300 

ctgtgttggg ctcgcaccac cagctggaga gccctagctg cagcagcttt ggatcaacat 
360 

ccagcgaccg tcaagttcgc tcgggtagag tcagccgccg gtaatgcgcc ggcgatgctg 
420 

ctggcagcct ggctaggatt gcgtctcggc gtcccggtcg agcgggtgac aaccgacgcg 
480 

cccggcatct ccgcgatcgt catgtcgac 
509 

<210> 2538 
<211> 169 
<212> PRT 

<213 > Homo sapiens 
<400 > 2538 

Thr Arg Ser Arg Lys Asp Lys Leu Asp Ala Glu Val His Ala Gly Glu 
15 10 15 

Gly Thr Pro Gly Asp Val lie Val Leu Arg Phe Ser Gly Ala Met Ala 
20 25 30 

Lys Arg Pro Ala Ser Val lie Leu Pro Leu Leu Leu Ser Asp Ser Pro 
35 40 45 

Val He Ala Trp Trp Pro Phe Ser Gly Pro Asp Asn Leu Ala Ser Asp 
50 55 50 

Pro lie Gly Ala Leu Ala Asp Arg Arg lie Thr Asp Ser Ala Ala Asp 

65 70 75 80 

Lys Asp Pro Cys Lys Ala Leu lie Arg Arg Ala Ala His Leu Thr Glu 

85 90 95 

Gly Asp Ser Asp Leu Cys Trp Ala Arg Thr Thr Ser Trp Arg Ala Leu 
100 105 110 

Ala Ala Ala Ala Leu Asp Gin His Pro Ala Thr Val Lys Phe Ala Arg 
115 120 125 

Val Glu Ser Ala Ala Gly Asn Ala Pro Ala Met Leu Leu Ala Ala Trp 
130 135 140 

Leu Gly Leu Arg Leu Gly Val Pro Val Glu Arg Val Thr Thr Asp Ala 

145 - 150 155 160 

Pro Gly lie Ser Ala lie Val Met Ser 
165 

<210> 2539 
<211> 453 
<212> DNA 

<213 > Homo sapiens 
<400> 2539 

aagcttctac tgccgcgagc acgtcgtcca ccgtcgaggt catggttcta gtttgccgcg 
60 

tcgcggcatg acccgaggat agtgacgtgg gacaatggct acgtgcgttt tctcaacgag 
120 

cagccgaact acgacctgac gtatgacgac gtcttcatgg caccaaaccg ttcctcggtg 
180 
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gggtcccgca tgaacgtcga cctcacgtca acagacgggc taggcactcc tctgcccctc 
240 

gtagtggcca atatgaccgc aatttccgga cgtcgcatgg cagagaccat cgccaggcgc 
300 

ggaggcattg ctgttctgcc ccaagatatc ccggcggatt tcgtcgcccg gtccattcgg 
360 

cgcgtcaaag atgcgcatac tcgattcgac accccagtca ccgtcaaccc gacaacgact 
420 

gtcggtgagg ccatgaactt gctcaacaag cgc 
453 

<210> 2540 

<211> 134 

<212> PRT 

<213 > Homo sapiens 

<4 00> 2540 

Phe Ala Ala Ser Arg His Asp Pro Arg lie Val Thr Trp Asp Asn Gly 
1 5 10 15 

Tyr Val Arg Phe Leu Asn Glu Gin Pro Asn Tyr Asp Leu Thr Tyr Asp 
20 25 30 

Asp Val Phe Met Ala Pro Asn Arg Ser Ser Val Gly Ser Arg Met Asn 
35 40 45 

Val Asp Leu Thr Ser Thr Asp Gly Leu Gly Thr Pro Leu Pro Leu Val 
50 55 60 

Val Ala Asn Met Thr Ala lie Ser Gly Arg Arg Met Ala Glu Thr lie 

65 70 75 80 

Ala Arg Arg Gly Gly He Ala Val Leu Pro Gin Asp lie Pro Ala Asp 

85 90 95 

Phe Val Ala Arg Ser lie Arg Arg Val Lys Asp Ala His Thr Arg Phe 
100 105 HO 

Asp Thr Pro Val Thr Val Asn Pro Thr Thr Thr Val Gly Glu Ala Met 
115 120 125 

Asn Leu Leu Asn Lys Arg 
130 

<210> 2541 

<211> 564 

<212> DNA 

<213 > Homo sapiens 

<400> 2541 

accggtctcc cacggagttc tgtttcctca ggtactgcac tgtatacaac tctaaatgca 
60 

ccctgcatgg aacccattgc agggcacacg cagtctacat gtatcccagg ttttatgctc 
120 

acagagcctg caatactccg tgtctggaat acgttatttg ctgcacacct cccagaggaa 
180 

catgtaacgt ctgtgtaaca tgctatcctg cacacatctg aaagaatctg tgtacacaac 
240 

actattatgc tgtgcacaca tttcctcata ttctgtgtag agagcacctc attttgtact 
300 

caaatattcg gcttccataa caagttacat tgctcacatc ttaaaatatt cattacacgt 
360 
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gaaaccaccg catggtaccg acatccttct ggaatgtccc gcacagaggc tgatatatgt 
420 

gcacagttct cactgttctg cgtgcccagc ccctcacact ggacgcccac ctcacactct 
480 

tctgccaagg gagactttgg ttctcccctt ccctgtgctg gctgtgcggg ccacagtcct 
540 

ctgcacgcca gcagcatgac gcgt 
564 

<210> 2542 

<211> 106 

<212> PRT 

<213 > Homo sapiens 

<400> 2542 


Met 

Leu 

Cys 

Thr 

His 

Phe 

Leu 

lie 

Phe 

Cys 

Val 

Glu 

Ser 

Thr 

Ser 

Phe 

1 




5 





10 





15 


Cys 

Thr 

Gin 

lie 

Phe 

Gly Phe 

His 

Asn 

Lys 

Leu 

His 

Cys 

Ser 

His 

Leu 




20 





25 





30 



Lys 

He 

Phe 

lie 

Thr 

Arg 

Glu 

Thr 

Thr 

Ala 

Trp 

Tyr Arg 

His 

Pro 

Ser 



35 





40 

- 




45 




Gly Met 

Ser 

Arg 

Thr 

Glu 

Ala 

Asp 

lie 

Cys 

Ala 

Gin 

Phe 

Ser 

Leu 

Phe 


50 





55 





60 





Cys 

Val 

Pro 

Ser 

Pro 

Ser 

His 

Trp 

Thr 

Pro 

Thr 

Ser 

His 

Ser 

Ser 

Ala 

65 





70 





75 





80 

Lys Gly 

Asp 

Phe 

Gly 

Ser 

Pro 

Leu 

Pro 

Cys 

Ala 

Gly Cys 

Ala Gly His 





85 





90 





95 


Ser 

Pro 

Leu 

His 

Ala 

Ser 

Ser 

Met 

Thr 

Arg 










100 





105 









<210 > 2543 

<211> 387 

<212 > DNA 

<213 > Homo sapiens 

<400> 2543 

cgcctgaagg gggcggggaa aatggaatgg gggggaaggg cgcgggtggg gacatgctgg 
60 

aacgtgccca tgctttctgc accacactgg atgactgaag gggaaggaac gagcgtctta 
120 

ccgctcctga tgagattttt gtttttgcct aacaaagaaa tgtgtatgaa tgcacgtctg 
180 

tttgcagggg cagggaggag gagggtcctt ggaatagctg ccgacaacag ctggaactcc 
240 

tgtctgggtc ccccagctgg gctagagagg gcagtgatca tctgtccact ggacaggaag 
300 

gtttgcaaag ggctgtttgc ttactgggtc ccaattttta gccttctgaa gcccctgtcc 
360 

aatggggccc agcaggcagc agtgctg 
387 

<210> 2544 
< 211 > 122 
<212> PRT 
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<213 > Homo sapiens 
<400 > 2544 

Met Glu Trp Gly Gly Arg Ala Arg Val Gly Thr Cys Trp Asn Val Pro 
15 10 15 

Met Leu Ser Ala Pro His Trp Met Thr Glu Gly Glu Gly Thr Ser Val 
20 25 30 

Leu Pro Leu Leu Met Arg Phe Leu Phe Leu Pro Asn Lys Glu Met Cys 
35 40 45 

Met Asn Ala Arg Leu Phe Ala Gly Ala Gly Arg Arg Arg Val Leu Gly 
-50 55 60 

He Ala Ala Asp Asn Ser Trp Asn Ser Cys Leu Gly Pro Pro Ala Gly 

65 70 75 80 

Leu Glu Arg Ala Val lie lie Cys Pro Leu Asp Arg Lys Val Cys Lys 

85 90 95 

Gly Leu Phe Ala Tyr Trp Val Pro lie Phe Ser Leu Leu Lys Pro Leu 
100 105 110 

Ser Asn Gly Ala Gin Gin Ala Ala Val Leu 
115 120 

<210> 2545 

<211> 336 

<212> DNA 

<213 > Homo sapiens 

<400> 2545 

gcgattattt tcgtgctgcc cggacttatc atggtcggct ggtggtcagg tttcccgtac 
60 

tggaccaccc tcgctatctg tctagtcggc ggcatcctcg gcgttatgta ctcgattccg 
120 

ctgcgtcggg ccctcgtgac aggctcggat cttccctacc cggagggcgt cgcaggagct 
180 

gaggtgctca aagtaggcga ttccgctggt gccgccgagg ctaacaaggt gggtctgcga 
240 

gtcatcatcg tcggttctgt ggtctctgca gcgtacgccc tgttgtcgga tcttaagctt 
300 

gtgaagtcgg cgctgaccaa gcctttcaag acgggc 
336 


<210> 2546 
< 211 > 112 
<212> PRT 

<213> Homo sapiens 
<40Q> 2546 

Ala lie lie Phe Val Leu Pro Gly 
1 .5 

Gly Phe Pro Tyr Trp Thr Thr Leu 
20 

Leu Gly Val Met Tyr Ser lie Pro 
35 40 

Ser Asp Leu Pro Tyr Pro Glu Gly 
50 55 

Val Gly Asp Ser Ala Gly Ala Ala 


Leu lie Met Val Gly Trp Trp Ser 
10 15 

Ala lie Cys Leu Val Gly Gly lie 
25 30 

Leu Arg Arg Ala Leu Val Thr Gly 
45 

Val Ala Gly Ala Glu Val Leu Lys 
60 

Glu Ala Asn Lys Val Gly Leu Arg 
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65 70 75 80 

Val He lie Val Gly Ser Val Val Ser Ala Ala Tyr Ala Leu Leu Ser 
85 90 95 

Asp Leu Lys Leu Val Lys Ser Ala Leu Thr Lys Pro Phe Lys Thr Gly 
100 105 110 

<210> 2547 

<211> 556 

<212 > DNA 

<213 > Homo sapiens 

<400 > 2547 

acgcgtgcac acacacacac gcaggcgtac acgctcacaa gtgcacacac acatatgagt 
60 

ttcccacaca tctcaccata tcactttctc tttacttttt aaagacaggg cacttgccct 
120 

tatggccaat aatattatgc ccaagctaca acattccgag tcaatcacaa aggttataaa 
180 

cttcatttga actgaagacc acctgtaagc acgcagctca aatgttctca cctagaaatt 
240 

caagttgtgt ttggaaagtg gacttaacgg tcaaagaaaa aggcctggcc aacttcagag 
300 

agggacaccc agccctgcta cgttgcgtgt cattatgtgg tgctgtgcta tccatagaga 
360 

aagaggagat gaaaaagatt ctacaaagag agatcaaact gcaagaaagc acaaagattt 
420 

catcaccaca atatgaaggc ctccttggta taaatgactt ttttaggtcc caataagaaa 
480 

taccatctat tctatctgga attattttat tagcttcaaa ttttattcta agattcatac 
540 

tatcagatca tctaga 
556 

<210> 2548 
<211> 106 
<212> PRT 

<213> Homo sapiens 
< 4 0 0 > 2548 

Met Asn Leu Arg lie Lys Phe Glu Ala Asn Lys lie lie Pro Asp Arg 
1 5 10 15 

lie Asp Gly lie Ser Tyr Trp Asp Leu Lys Lys Ser Phe lie Pro Arg 
20 25 30 

Arg Pro Ser Tyr Cys Gly Asp Glu lie Phe Val Leu Ser Cys Ser Leu 
35 40 45 

lie Ser Leu Cys Arg lie Phe Phe lie Ser Ser Phe Ser Met Asp Ser 
50 55 60 

Thr Ala Pro His Asn Asp Thr Gin Arg Ser Arg Ala Gly Cys Pro Ser 

65 70 75 80 

Leu Lys Leu Ala Arg Pro Phe Ser Leu Thr Val Lys Ser Thr Phe Gin 

85 90 95 

Thr Gin Leu Glu Phe Leu Gly Glu Asn lie 
100 105 
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< 2-1 0 > 2549 

<21T> 435 

<212> DNA 

<213 > Homo sapiens 

<400> 2549 

nnccagcctc tctccgaccg cgtacgtatt gaatttgata aagaagccaa cacggttgtt 
60 

atcgatgata atggtgtcgg catgtctcgt gaagaagcca ttacaaactt aggtacgatt 
120 

gctaaatcgg gcacctcttc tttcttagag caattgagtg gcgatcagaa aaaagacagc 
180 

caacttattg gtcaattcgg tgtaggcttt tactctgctt tcatcgttgc tgataaagta 
240 

acagtagaaa cacgtcgcgc aggtgcgacg gaaaatgaag cggttcgctg ggtatctgat 
300 

ggttctggtg aatttactat tgagacgatc gataaagcga ctcgtggtac acgcattact 
360 

ttgcatctga aagcagatga aaaagatttc gcagacaact tccgtctacg ttcattagta 
420 

acaaaatatt ctgat 
435 

<210> 2550 
<211> 145 
<212> PRT 

<213 > Homo sapiens 
<400 > 2550 


Xaa 

Gin 

Pro 

Leu 

Ser 

Asp 

Arg 

Val 

Arg 

lie 

Glu 

Phe 

Asp 

Lys 

Glu 

Ala 

1 




5 





10 





15 


Asn 

Thr 

Val 

Val 

He 

Asp 

Asp 

Asn 

Gly 

Val 

Gly Met 

Ser 

Arg Glu 

Glu 




20 





25 





30 



Ala 

lie 

Thr 

Asn 

Leu 

Gly 

Thr 

lie 

Ala 

Lys 

Ser Gly 

Thr 

Ser 

Ser 

Phe 



35 





40 





45 




Leu 

Glu 

Gin 

Leu 

Ser 

Gly 

Asp 

Gin 

Lys 

Lys 

Asp 

Ser 

Gin 

Leu 

lie 

Gly 


50 





55 





60 





Gin 

Phe 

Gly 

Val 

Gly 

Phe 

Tyr 

Ser 

Ala 

Phe 

lie 

val 

Ala 

Asp 

Lys 

Val 

65 





70 





75 





80 

Thr 

Val 

Glu 

Thr 

Arg 

Arg 

Ala 

Gly 

Ala 

Thr 

Glu 

Asn 

Glu 

Ala 

Val 

Arg 





85 





90 





95 


Trp 

Val 

Ser 

Asp 

Gly 

Ser 

Gly 

Glu 

Phe 

Thr 

lie 

Glu 

Thr 

lie 

Asp 

Lys 




100 





105 





110 



Ala 

Thr 

Arg 

Gly 

Thr 

Arg 

lie 

Thr 

Leu 

His 

Leu 

Lys 

Ala 

Asp 

Glu 

Lys 



115 





120 





125 




Asp 

Phe 

Ala 

Asp 

Asn 

Phe 

Arg 

Leu 

Arg 

Ser 

Leu 

val 

Thr 

Lys 

Tyr 

Ser 


130 





135 





140 






Asp 

145 

<210> 2551 
<211> 403 
<212 > DNA 

<213 > Homo sapiens 


1822 



WO 00/58473 


PCT/US00/08621 


<400> 2551 

nngccggcca gcctcacatc agtctctccg ccccggggaa ggctcagcac tttaaatcga 
60 

ggactccact tctggggacg cctggttcgt tcgcccacca ggcctaggct acgctccatg 
120 

ctcccccagc aatctctgtc tacacctcct gcggcgcctt gccctcctcc gacccctttc 
180 

cagccannaa gtccccccac cccttcagag aagcagcctc aaattccaga agtggaggct 
240 

ccagcctccc cgcgaggtac cagccccaca gtcttctggg agccattgtg gccagggacg 

300 ^ 

gcctctggac tgccaggctg ggttggggac cagggaacat cggtctactc aggtgtgagg 

360 

gggcaggtct ggcctgcccc aaagttggct ccatcctgga can 
403 

<210> 2552 
<211> 134 
<212> PRT 

<213> Homo sapiens 
<400> 2552 


Xaa 

Pro 

Ala 

Ser 

Leu 

Thr 

Ser 

Val 

Ser 

Pro 

Pro 

Arg 

Gly 

Arg 

Leu 

Ser 

1 




5 





10 





15 


Thr 

Leu 

Asn 

Arg 

Gly 

Leu 

His 

Phe 

Trp 

Gly Arg 

Leu 

Val 

Arg 

Ser 

Pro 




20 





25 





30 



Thr 

Arg 

Pro 

Arg 

Leu 

Arg 

Ser 

Met 

Leu 

Pro 

Gin 

Gin 

Ser 

Leu 

Ser 

Thr 



35 





40 





45 




Pro 

Pro 

Ala 

Ala 

Pro 

Cys 

Pro 

Pro 

Pro 

Thr 

Pro 

Phe 

Gin 

Pro 

Xaa 

Ser 


50 





55 





60 





Pro 

Pro 

Thr 

Pro 

Ser 

Glu 

Lys 

Gin 

Pro 

Gin 

He 

Pro 

Glu 

Val 

Glu 

Ala 

65 





70 





75 





80 

Pro 

Ala 

Ser 

Pro 

Arg 

Gly Thr 

Ser 

Pro 

Thr 

Val 

Phe 

Trp 

Glu 

Pro 

Leu 





85 





90 





95 


Trp 

Pro 

Gly 

Thr 

Ala 

Ser 

Gly Leu 

Pro 

Gly Trp 

Val 

Gly 

Asp 

Gin 

Gly 



100 





105 



f 


110 



Thr 

Ser 

Val 

Tyr 

Ser 

Gly Val 

Arg 

Gly 

Gin 

Val 

Trp 

Pro 

Ala 

Pro 

Lys 



115 





120 





125 




Leu 

Ala 

Pro 

Ser 

Trp 

Thr 












130 

<210> 2553 
<211> 380 
<212> DNA 

<213 > Homo sapiens 

I 

<400> 2553 

actagtgtcc ctataagaaa aggaaaggac caagacacag gaaagatgaa gcagagattg 
60 

gagagataca gcatgggcca aggagcactg ggagccagca gcagctggaa gaggcaggag 
120 

gcatcctccc tagaccgcac aggatgctac tgggtgagcc tgctgtcctg gaaaaggcgt 
180 
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gaagtctgcc tgagtgggca 
240 

gaccctcctg gcccctgtcc 
300 

tctgcccaaa gaaactcctg 
360 

gagcctgcca gcatcccagn 
380 

<210 > 2554 
< 211 > 111 
<212> PRT 

<213 > Homo sapiens 


ggggcttctg cgcagcaccc 
tggctccacc ctcagctgct 
caggcagctc tggaccccct 


agcaaggcca aggtggaagg 
ggcaggtggg tcaccaggcc 
gtcttacaca ccttctcact 


<400 > 2554 


Met 

1 

Lys 

Gin 

Arg 

Leu 

5 

Glu 

Arg 

Tyr 

Ala 

Ser 

Ser 

Ser 

20 

Trp 

Lys 

Arg 

Gin 

Gly Cys 

Tyr 

35 

Trp 

Val 

Ser 

Leu 

Leu 

40 

Leu 

Ser 

50 

Gly 

Gin 

Gly 

Leu 

Leu Arg 
55 

Arg 

65 

Asp 

Pro 

Pro 

Gly 

Pro 

70 

Cys 

Pro 

Val 

Gly 

His 

Gin 

Ala 

85 

Ser 

Ala 

Gin 

Thr 

Pro 

Cys 

Leu 

100 

Thr 

His 

Leu 

Leu 


Ser 

Met 

10 

Gly Gin 

Gly 

Ala 

Leu 

15 

Gly 

Glu 

25 

Ala 

Ser 

Ser 

Leu 

Asp 

30 

Arg 

Thr 

Ser 

Trp 

Lys 

Arg 

Arg 

45 

Glu 

Val 

Cys 

Ser 

Thr 

Gin 

Gin 

60 

Gly 

Gin 

Gly 

Gly 

Gly 

Ser 

Thr 

75 

Leu 

Ser 

Cys 

Trp 

Gin 

80 

Arg 

Asn 

90 

Ser 

Cys 

Arg 

Gin 

Leu 

95 

Trp 

Thr 

105 

Glu 

Pro 

Ala 

Ser 

lie 

110 

Pro 



<210> 2555 
<211> 368 
<212 > DNA 

<213 > Homo sapiens 
<400> 2555 

ntccggatgg aaaagtaaag 
60 

atgttgttaa tgctgcccgg 
120 

gataacgcga ataatggtag 
180 

ggatttatat cctcccatat 
240 

gttgccactc gaggtgtaca 
300 

tcacggaagc aaaagggcac 
360 

cacgcggn 

368 

<210> 2556 
< 211 > 102 
<212> PRT 


accagcaata gccaataacg 
tagttcggtg gcattcttca 
tgtcgttcta gtgctcacag 
cctcattttt gtgctcgttg 
gttccgcctc ttcgggcaca 
ctccctctcc agctctcaag 


ccattaacac atacccatat 
tgggcaatag tttaatggga 
acctggtcac ccaaatagaa 
gcctcggcat tgtctttacc 
tgtggcacct catgctcgat 
cattcacagt gggtctcgat 
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<213> Homo sapiens 
<400> 2556 


Met 

Leu 

Leu 

Met 

Leu 

Pro Gly 

Ser 

Ser 

Val 

Ala 

Phe 

Phe 

Met 

Gly Asn 

1 




5 





10 





15 


Ser 

Leu 

Met 

Gly 

Asp 

Asn 

Ala 

Asn 

Asn 

Gly Ser 

Val 

Val 

Leu 

Val 

Leu 




20 





25 





30 



Thr Asp 

Leu 

Val 

Thr 

Gin 

He 

Glu 

Gly 

Phe 

lie 

Ser 

Ser 

His 

lie 

Leu 



35 





40 





45 




lie 

Phe 

Val 

Leu 

val 

Gly Leu 

Gly 

lie 

Val 

Phe 

Thr 

val 

Ala 

Thr Arg 


SO 





55 





60 





Glv Val 

Gin 

Phe 

Arg 

Leu 

Phe 

Gly 

His 

Met 

Trp 

His 

Leu 

Met 

Leu Asp 

65 





70 





75 





80 

Ser Arg 

Lys 

Gin 

Lys 

Gly 

Thr 

Ser 

Leu 

Ser 

Ser 

Ser 

Gin 

Ala 

Phe 

Thr 





85 





90 





95 


Val 

Gly 

Leu 

Asp 

His 

Ala 














100 














<210> 2557 
<211> 408 
<212> DNA 

<213 > Homo sapiens 
<400> 2557 

atcactactc cagttggtga ggcagttctg ggtcgcatct taaatgtgat cggtgagccg 
60 

attgatgaga tgggcccagt taacgcgaaa gaaaaatggg aaattcaccg tccagctcct 
120 

aaattcgaag accaagctgt taaagctgag atgttgatga ctggtattaa ggtcgttgat 
180 

cttcttgcac cttacgcaaa gggtggcaag atcggtctct tcggtggtgc gggcgtaggt 
240 

aaaacagttt tgattcaaga gttgattcgt aacatcgcta ctgagcacgg tggatactct 
300 

gtattcgcag gtgtcggcga gcgtactcgc gaaggtaacg atctttgggt tgagatgaaa 
360 

gaatcaggcg ttatcgcaaa gaccgcactt gtattcggtc agatgaat 
408 

<210> 2550 
<211> 136 
<212> PRT 

<213 > Homo sapiens 


<4 00> 2558 


lie Thr 

Thr 

Pro 

Val 

Gly 

Glu 

Ala 

Val 

Leu 

Gly Arg 

lie 

Leu 

Asn 

Val 

1 



5 





10 





15 


lie Gly 

Glu 

Pro 

He 

Asp 

Glu 

Met 

Gly 

Pro 

Val 

Asn 

Ala 

Lys 

Glu 

Lys 



20 





25 





30 



Trp Glu 

lie 

His 

Arg 

Pro 

Ala 

Pro 

Lys 

Phe 

Glu 

Asp 

Gin 

Ala 

Val 

Lys 


35 





40 





45 




Ala Glu 

Met 

Leu 

Met 

Thr 

Gly 

lie 

Lys 

Val 

Val 

Asp 

Leu 

Leu 

Ala 

Pro 

50 





55 





60 





Tyr Ala 

Lys Gly 

Gly 

Lys 

He 

Gly 

Leu 

Phe 

Gly Gly 

Ala 

Gly Val 

Gly 
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65 





70 



Lys 

Thr 

Val 

Leu 

lie 

Gin 

Glu 

Leu 





85 




Gly Gly 

Tyr 

Ser 

Val 

Phe 

Ala 

Gly 




100 





Asn Asp 

Leu 

Trp 

Val 

Glu 

Met 

Lys 



115 





120 

Ala 

Leu 

Val 

Phe 

Gly 

Gin 

Met 

Asn 


130 





135 



<210> 2559 
<211> 389 
<212> DNA 

<213 > Homo sapiens 

<400> 2559 
tccttgaaga tgaacatctt tcggctgcaa 
60 

gcttttctga aagatcgact gaatgcaata 
120 

ttgcatctcg aagttatgaa tttgcgccag 
180 

aaggcacaag atgaggtgca aaggttgact 
240 

aagaatgcag ccattattga agaggaactg 


75 80 

lie Arg Asn He Ala Thr Glu His 
90 95 

Val Gly Glu Arg Thr Arg Glu Gly 
105 HO 

Glu Ser Gly Val lie Ala Lys Thr 
125 


actgaaaagg atttgaatcc tcagaaaaca 
caggaagagc attctaagga cctgaagctg 
caactgagag ctgtaaaaga ggaagaagac 
gccactctga agattgcctc gcagacaaag 
aagaccacaa aacgtaaaat gaaccttaaa 


300 

attcaagagc ttctagagat gacctcattt ccaagttggt tgaagaaaat aagaacctgc 
360 

aggatatctt tcaacaggaa catgaagaa 
389 

<210> 2560 
<211> 129 
<212> PRT 

<213> Homo sapiens 
<4 00> 2560 


Ser 

Leu 

Lys 

Met 

Asn 

lie 

Phe 

Arg 

Leu 

Gin 

Thr 

Glu 

Lys 

Asp 

Leu 

Asn 

l 



5 





10 





15 


Pro 

Gin 

Lys 

Thr 

Ala 

Phe 

Leu 

Lys 

Asp 

Arg 

Leu 

Asn 

Ala 

lie 

Gin 

Glu 



20 





25 





30 



Glu 

His 

Ser 

Lys 

Asp 

Leu 

Lys 

Leu 

Leu 

His 

Leu 

Glu 

Val 

Met 

Asn 

Leu 



35 





40 





45 




Arg 

Gin 

Gin 

Leu 

Arg 

Ala 

Val 

Lys 

Glu 

Glu 

Glu Asp 

Lys 

Ala 

Gin 

Asp 

50 





55 





60 





Glu 

Val 

Gin 

Arg 

Leu 

Thr 

Ala 

Thr 

Leu 

Lys 

lie 

Ala 

Ser 

Gin 

Thr 

Lys 

65 




70 





75 





80 

Lys 

Asn 

Ala 

Ala 

lie 

lie 

Glu 

Glu 

Glu 

Leu 

Lys 

Thr 

Thr 

Lys 

Arg 

Lys 




85 





90 





95 


Met 

Asn 

Leu 

Lys 

lie 

Gin 

Glu 

Leu 

Leu 

Glu 

Met 

Thr 

Ser 

Phe 

Pro 

Ser 




100 





105 





110 



Trp 

Leu 

Lys 

Lys 

lie 

Arg 

Thr 

Cys 

Arg 

lie 

Ser 

Phe 

Asn 

Arg 

Asn 

Met 



115 





120 





125 





Lys 
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<210> 2561 

<211> 429 

<212> DNA 

<213 > Homo sapiens 

<400> 2561 

nnactcacca ctgtggttct actatgcctt ctgaccccgt cttggacttc aactgggaga 
60 

atgtggagoc atttgaacag gctcctcttc tggagcatat tttcttctgt cacttgtaga 
120 

aaagctgtat tggattgtga ggcaatgaaa acaaatgaat tcccttctcc atgtttggac 
180 

tcaaagacta aggtggttat gaagggtcaa aatgtatcta tgttttgttc ccataagaac 
240 

aaatcactgc agatcaccta ttcattgttt cgacgtaaga cacacctggg aacccaggat 
300 

ggaaaaggtg aacctgcgat ttttaaccta agcatcacag aagcccatga atcaggcccc 
360 

tacaaatgca aagcccaagt taccagctgt tcaaaataca gtcgtgactt cagcttcacg 
420 

attgtcgac 

429 

<210> 2562 
<211> 143 
<212> PRT 

<213 > Homo sapiens 
<400 > 2562 

Xaa Leu Thr Thr Val Val Leu Leu Cys Leu Leu Thr Pro Ser Trp Thr 
1 5 10 15 

Ser Thr Gly Arg Met Trp Ser His Leu Asn Arg Leu Leu Phe Trp Ser 
20 25 1 30 

lie Phe Ser Ser Val Thr Cys Arg Lys Ala Val Leu Asp Cys Glu Ala 
35 40 45 

Met Lys Thr Asn Glu Phe Pro Ser Pro Cys Leu Asp Ser Lys Thr Lys 
50 55 60 

Val Val Met Lys Gly Gin Asn Val Ser Met Phe Cys Ser His Lys Asn 

65 70 75 80 

Lys Ser Leu Gin lie Thr Tyr Ser Leu Phe Arg Arg Lys Thr His Leu 

85 90 95 

Gly Thr Gin Asp Gly Lys Gly Glu Pro Ala lie Phe Asn Leu Ser lie 
100 105 110 

Thr Glu Ala His Glu Ser Gly Pro Tyr Lys Cys Lys Ala Gin Val Thr 
115 120 125 

Ser Cys Ser Lys Tyr Ser Arg Asp Phe Ser Phe Thr lie Val Asp 
130 135 140 

<210> 2563 
<211> 267 
<212 > DNA 

<213 > Homo sapiens 
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<400> 2563 

ggatcccaga cgagtgctgg cagcagtatg ggggccgtgg gggcgacggc caccgtcagc 
60 

accccggtca ccatccagaa catgacctcc tcttatgtca ccatcacatc ccatgtcctt 
120 

aaggccttta ccctttggga acaggcagag gccctcacaa ggaagaacaa agaattcttt 
180 

gctcagctca gcacaaaagt gcgcgtgttg gccctcaaca gcagcctggt ggacctggtg 
240 

cactacacaa ggcagggcct ccagcgg 
267 

<210> 2564 
<211> 89 
<212> PRT 

<213> Homo sapiens 


<400> 2564 


Glv Ser 

Gin 

Thr 

Ser 

Ala 

Gly 

Ser 

Ser 

Met 

Gly Ala 

Val 

Gly Ala 

Thr 

1 




5 





10 





15 


Ala 

Thr 

Val 

Ser 

Thr 

Pro 

val 

Thr 

lie 

Gin 

Asn 

Met 

Thr 

Ser 

Ser 

Tyr 




20 





25 





30 



Val 

Thr 

He 

Thr 

Ser 

His 

val 

Leu 

Lys 

Ala 

Phe 

Thr 

Leu 

Trp Glu 

Gin 



35 





40 





45 




Ala 

Glu 

Ala 

Leu 

Thr 

Arg 

Lys 

Asn 

Lys 

Glu 

Phe 

Phe 

Ala 

Gin 

Leu 

Ser 


50 





55 





60 





Thr 

Lys 

Val 

Arg 

Val 

Leu 

Ala 

Leu 

Asn 

Ser 

Ser 

Leu 

Val 

Asp 

Leu 

Val 

65 



70 





75 





80 

His 

Tyr 

Thr 

Arg 

Gin Gly 

Leu 

Gin 

Arg 









85 


<210> 2565 

<211> 333 

<212> DNA 

<213> Homo sapiens 

<400> 2565 

cttcgcactg ctccgcgagt tcttggggga gtgagcacag cgcgtaagct cagccacgtg 
60 

tggttcgaat tcgattcctt ggtcaatgcc cgtgacgtgg gcggaatccc cacccccgat 
120 

gggccggtga aatcccagcg actgatccgc agcgacaacc tgcaggccct caccgaggcc 
180 

gacatcgccc agttgcagca actcggtgtc tccgatgtgg tcgatctgcg ttccacctat 


240 

gaggtggoca gcgagggccc ggggccgctg accgggcgtg gggtgaccat ccacccccat 
300 

tccttcctgc ccgaccagca cgccaatgtg cac 
333 

<210> 2566 
< 211 > 111 
<212> PRT 
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<213 > Homo sapiens 
<4 00 > 2566 

Leu Arg Thr Ala Pro Arg Val Leu Gly Gly Val Ser Thr Ala Arg Lys 
1 5 10 15 

Leu Ser His Val Trp Phe Glu Phe Asp Ser Leu Val Asn Ala Arg Asp 
20 25 30 

Val Gly Gly lie Pro Thr Pro Asp Gly Pro Val Lys Ser Gin Arg Leu 
35 40 45 

lie Arg Ser Asp Asn Leu Gin Ala Leu Thr Glu Ala Asp He Ala Gin 
50 55 60 

Leu Gin Gin Leu Gly Val Ser Asp Val Val Asp Leu Arg Ser Thr Tyr 

65 70 75 80 

Glu Val Ala Ser Glu Gly Pro Gly Pro Leu Thr Gly Arg Gly Val Thr 

85 90 95 

lie His Pro His Ser Phe Leu Pro Asp Gin His Ala Asn Val His 
100 105 HO 


<210> 2567 

<211> 396 

<212 > DNA 

<213 > Homo sapiens 

<400> 2567 

ngaattcaaa ctggtgttcg tatgggccat aagcaaggta catatacgat gcgttttaga 
60 

agccagttca cagatcaacg tctattcgga accgatcaat ttagtattgg tgggcgctat 
120 

tctgtacgag gttttagtgg agaagaaacc ttaagaggtg actcgggcta ttatgtacaa 
180 

aatgaatggg cattaccatt tagaaaacaa caaattactc catatgtagg gatagatatt 
240 


ggacatgtat gggggccatc tacagaaact caattaggta ataccttaat tggtggtgta 
300 

gttggtgtac gtggtatggt tggtgacgat gtaaactatg atgtatcact aggaacacca 
360 


attaagaaac cagaaggttt tgatacagat acgcgt 
396 

<210> 2568 
<211> 132 
<212> PRT 
<213> Homo sapiens 


<400> 2568 


Xaa 

lie 

Gin 

Thr 

Gly 

Val 

Arg 

Met Gly 

His 

1 




5 




10 

Met 

Arg 

Phe 

Arg 

Ser 

Gin 

Phe 

Thr Asp 

Gin 




20 




25 


Gin 

Phe 

Ser 

lie 

Gly 

Gly Arg 

Tyr Ser 

Val 



35 





40 


Glu 

Thr 

Leu 

Arg 

Gly 

Asp 

Ser 

Gly Tyr 

Tyr 


50 





55 



Leu 

Pro 

Phe 

Arg 

Lys 

Gin 

Gin 

lie Thr 

Pro 


Lys Gin Gly 

Arg Leu Phe 

Arg Gly Phe 
45 

Val Gin Asn 
60 

Tyr Val Gly 


Thr Tyr Thr 
15 

Gly Thr Asp 
30 

Ser Gly Glu 
Glu Trp Ala 
lie Asp lie 
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65 70 75 80 

Gly His Val Trp Gly Pro Ser Thr Glu Thr Gin Leu Gly Asn Thr Leu 
85 90 95 

lie Gly Gly Val Val Gly Val Arg Gly Met Val Gly Asp Asp Val Asn 
100 105 110 

Tyr Asp Val Ser Leu Gly Thr Pro He Lys Lys Pro Glu Gly Phe Asp 
115 120 125 

Thr Asp Thr Arg 
130 

<210> 2569 

<211> 330 

<212> DNA 

<213 > Homo sapiens 

<4 00> 2569 

cttgctgctg gtgctgatgt gtccatgatt ggccagttcg gcgtcggttt ctactctgcc 
60 

tacctcgtcg ccgatagagt tgtcgtgacc accaagcaca acgatgacga gcagtacgtg 
120 

tgggagtccc aagcgggcgg gtcgttcact gttactcgtg acacgtcagg ggagcagctt 
180 

ggcaggggca ctaagatcac actgttcctc aaggacgatc agctggagta ccttgaggag 
240 

cgtcgcctca aggatctggt caagaagcac tctgagttca tcagctaccc catctccctg 
300 

tggactgaaa agacaacaga gaaggaaatt 
330 

<210> 2570 
< 211 > 110 
<212> PRT 

<2 13 > Homo sapiens 
<400> 2570 

Leu Ala Ala Gly Ala Asp Val Ser Met lie Gly Gin Phe Gly Val Gly 
1 5 10 15 

Phe Tyr Ser Ala Tyr Leu Val Ala Asp Arg Val Val Val Thr Thr Lys 
20 25 30 

His Asn Asp Asp Glu Gin Tyr Val Trp Glu Ser Gin Ala Gly Gly Ser 
35 40 45 

Phe Thr Val Thr Arg Asp Thr Ser Gly Glu Gin Leu Gly Arg Gly Thr 
50 55 60 

Lys lie Thr Leu Phe Leu Lys Asp Asp Gin Leu Glu Tyr Leu Glu Glu 

65 70 75 80 

Arg Arg Leu Lys Asp Leu Val Lys Lys His Ser Glu Phe lie Ser Tyr 

85 90 95 

Pro lie Ser Leu Trp Thr Glu Lys Thr Thr Glu Lys Glu lie 
100 105 110 

<210> 2571 
<211> 335 
<212> DNA 

<213> Homo sapiens 
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<400> 2571 

gaattcgcca atgttttctc cggtatgggc tccacagtaa cccttatcgg ccgctcccct 
60 

gtgctcctta aacatctcga taatgaacta tctgagctct ttactgagat cgctcgggag 
120 

aaatgggatg tccgtttagg gcagggaacg acagctatcg accaggtgga gaagcagcgt 

180 x 

gaagatgggt cctcctactt cgaaaccacc attacatttg aagacggcag cactgttacc 
240 

ggtgacgcat tcctagttgc taccggacgt acccctaaca ccgaccgcct tggcctcgac 
300 

aatggttccg gtgtgaaggt tgaaagggga cgcgt 
335 

<210> 2572 
< 211 > 111 
<212> PRT 

<213> Homo sapiens 
<4 00> 2572 

Glu Phe Ala Asn Val Phe Ser Gly Met Gly Ser Thr Val Thr Leu He 
1 5 10 15 

Gly Arg Ser Pro Val Leu Leu Lys His Leu Asp Asn Glu Leu Ser Glu 
20 25 30 

Leu Phe Thr Glu lie Ala Arg Glu Lys Trp Asp Val Arg Leu Gly Gin 
35 40 45 

Gly Thr Thr Ala lie Asp Gin Val Glu Lys Gin Arg Glu Asp Gly Ser 
50 55 60 

Ser Tyr Phe Glu Thr Thr lie Thr Phe Glu Asp Gly Ser Thr Val Thr 

65 70 75 80 

Gly Asp Ala Phe Leu Val Ala Thr Gly Arg Thr Pro Asn Thr Asp Arg 

85 90 95 

Leu Gly Leu Asp Asn Gly Ser Gly Val Lys Val Glu Arg Gly Arg 
100 105 110 

<210> 2573 
<211> 460 
<212 > DNA 

<213 > Homo sapiens 
<400> 2573 ' ' 

gtcgacaagt accggggcat tgtggttatg gggacggtag atctgggccg tctcgtcagg 
60 

gccggatcca taccggaccg tttcgtcagg gtggtcggac atcgacgaca ccgcagatgc 
120 

cgagacgacg ttgatacgtc caccggcgcg gtccgtgatc cacgccgtcg tcgccgttgc 
180 

cgccactggc acgatgaggg ccatcaccga gaagagaacg gccaccactc gcagaccacc 
240 

tcgtcccaga agagcgagga cgaaggcgat gacggcgatg accagagccg gtacagccaa 
300 

cgatcccacc agaacggagg agatgaaggt gagggcattg tgtgagggga ggatcgcggc 
360 
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cactgaccac gccagtaccg gcagggtcag gatcagcccg acgagaccgg aagtgatgcg 
420 

tagccaggaa tgacgggagg ttttcgtgtc agccacgcgt 
460 

<210> 2574 
<211> 105 
<212> PRT 

<213 > Homo sapiens 
<4 00> 2574 

Met Gly Thr Val Asp Leu Gly Arg Leu Val Arg Ala Gly Ser lie Pro 
1 5 10 . 15 

Asp Arg Phe Val Arg Val Val Gly His Arg Arg His Arg Arg Cys Arg 
20 25 30 

Asp Asp Val Asp Thr Ser Thr Gly Ala Val Arg Asp Pro Arg Arg Arg 
35 40 45 

Arg Arg Cys Arg His Trp His Asp Glu Gly His His Arg Glu Glu Asn 
50 55 60 

Gly His His Ser Gin Thr Thr Ser Ser Gin Lys Ser Glu Asp Glu Gly 

65 70 75 80 

Asp Asp Gly Asp Asp Gin Ser Arg Tyr Ser Gin Arg Ser His Gin Asn 

85 90 95 

Gly Gly Asp Glu Gly Glu Gly lie Val 
100 105 


< 2 1 0 > 2575 
<211> 3954 
<212> DNA 

<213> Homo sapiens 
<400> 2575 

nngacagggg ggaagggagg 
60 

ccactctcgc gcctccgaac 
120 

atcagggaaa gaggacaggg 
180 

caggaggcaa cttctgagac 
240 

gagggggcac agagaacaaa 
300 

gggacggaca ggagctgagg 
360 

gagaagacgt gtggccgggg 
420 

ctgtcctgtg gagcagcagc 
480 

gagtctctga gggccactgt 
540 

tacctctgct gcctgctgac 
600 

agcctctaca. caggttccag 
660 


ggagccagca gggaggagga 
agccacaggg gcaaagccct 
agaccagaag agggccagct 
gcagctcctg agaggggcag 
ccccctcaga agtgaagagg 
aggaaagagg aggggagagg 
gctatcagaa ggaaactggg 
atccccgggg ccggcagagg 
ggagcgcccc gccatggccc 
ggcagctgca ggggccgcca 
tggggccctc agccccgggg 


ggccagggcc cgccccacag 
gtcaccccca ggatccggtc 
gggacgaggg ggcggacgcc 
ggaccaggcg cgggaggcca 
agagcggaag gaaccgagag 
ggtcaggcca ggcagccaag 
acggacgggc cgggctcggg 
cgccagtggc tgggcgggat 
cccgcaccct ctggagctgc 
gctaccctcc tcgaggtttc 
ggccccaggc ccagattgcc 


1832 



WO 00/58473 


PCT/US00/08621 


ccccggccag ccagccgcca 
720 

tgtgtccttg aggatggagt 
780 

ccccagtgtc cccaaagcat 
840 

tacaagacag tgaccgacat 
900 

gctgagagtc ccgctccagc 
960 

cctgcccgcc ccaacctctc 
1020 

gaaggtcctg gggagtcaga 
1080 

aaggagctgc aaggcctgcg 
1140 

gtgcagaggg ctgtggagac 
1200 

cgccctgggg tgcatgaaac 
1260 

cgcgtctcca cccacgacca 
1320 

agcagtgggg gcagcagggc 
1380 

ctgctgcggc agctggagca 
1440 

gatggcttcc gccggcagca 
1500 

ctggcctcgg tggaggagcg 
1560 

cctcaggaat gctgctctcc 
1620 

gatgtcgtgg ccggctcagt 
1680 

gccgcggggc agggaggcca 
1740 

ctggaggacc gcttcaactc 
1800 

ggggctcctg gggggctgag 
I860 

ggggggctgc tggccaatgt 
1920 

caggtggcag gggccatgca 
1980 

gactctcaag tcagcgagat 
2040 

cagctgcggc tggtgggctc 
2100 

gccacgctgg agggattaca 
2160 

gatgagacag ctgcagagtt 
2220 

ctggaggggc tgctgcaggc 
2280 


caggaactgg tgtgcctacg 
ggagacatat gtcaagtacc 
catgtaccgc cgcttcctcc 
ggagtggagg tgctgtcagg 
gctggggcct gcgtcttcca 
tggctccagt gcaggcagcc 
gaaggtgcag cagctggagg 
gggcgtcctg caaggactga 
ggccttcaac gggaggcagc 
cctcaatgag atccagcacc 
ggagctgggt cacctcaaca 
cccagcccca gcctcagccc 
gcggttgcag gagtcctgct 
gcaggaggac. agggagcggc 
gcaacggcac ctcgcagggc 
agagctgggc cggcgactgg 
gacagtgctg agtgggcggc 
ccccccaggc tacaccagct 
caccctgggc ccttcggagg 
ccactggctg cctgctgccc 
gagcggggag ctgggggggc. 
ggcatgcggg cagctctgct 
cctcagtgcc ttggagcgca 
cggcctgcac acggtggaag 
agaggttgtg ggccggctcc 
cacactacgg ctgaatctca 
ccatggggat gagggctgtg 


tggtgacccg gacagtgagc 
agccttgtgc ctggggccag 
gccctcgcta ccgtgtggcc 
gttatggggg cgatgactgt 
caccacggcc cctggcccgg 
ccctcagtgg actgggggga 
aacaggtgca gagcctgacc 
gcgggcgcct ggcagaggat 
agccagctga cgcggctgcc 
agctgcagct cctggacacc 
accatcatgg cggcagcagc 
ctccgggccc cagtgaggag 
ccgtgtgcct ggccgggcta 
tgcgagcgat ggagaagctg 
tggcggtggg ccgcaggccc 
cagagctgga gcgcaggctg 
gaggcacaga gctgggagga 
tggcctcccg cctgtctcgc 
agcaggagga gagctggcct 
ggggccgact agagcagttg 
ggttggatct gttggaggag 
ctggggcccc tggggagcag 
gggtgctgga cagtgagggg 
cagcggggga ggcccggcag 
aggatcgtgt ggatgcccag 
ctgcggcccg gctaggccaa 
gggcctgtgg cggagtccaa 
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gaggaactag gccgccttcg 
2340 

cggggtcctg gggctggtcc 
2400 

agcgtgtttg ggggcagctc 
2460 

gttattctca gcttcagctc 
2520 

ggccagggcg ctgatctggc 
2580 

aacaggctgc agcaggaggc 
2640 

ctagaggagg gacaagcaca 
2700 

cttgagggtg tctgtgaacg 
2760 

ggcctttcca gacacgtggc 
2820 

cagatgcagg cagccctgct 
2880 

ctgggtgccc ttaacagctc 
2940 

aaggacctca ctgggcctgc 
3000 

cccccaggcc ctgctggacc 
3 060 

gggccaccag gtcctcaagg 
3120 

caagtggcat tttcagctgc 
3180 

gacagagtcc tgctcaatga 
3240 

ccactggctg gacgctactt 
3300 

gaggccgtgc tgtcccgctc 
3360 

cctgagggcc tggagaataa 
3420 

gtcttcagcc tcatcctgcc 
3480 

gggcagctgg cgcactcgga 
3540 

gacccagagc ttgaacacgc 
3600 

gagacagcgg gggcggcggg 
3660 

cgagcgccgc acccgggccc 
3720 

gggcgcgccg gctcagggag 
3780 

ccccaagaac ccctccaggg 
3840 

tccactggcc ctccaggtcg 
3900 


ggatggtgtg gagcgctgct 
aggtgttggg ggcccaagcc 
aggctcagcc ctgcaggccc 
cctcaatgac tcactgaatg 
tgacctgggg gcaaccaagg 
cacagagcat gctacagaga 
ggccggccag tgccccagct 
gttggacact gtggctgggg 
tgggctctgg gctgggctcc 
ggagaagctg gtcgggggac 
cctgcagctc ctggaggacc 
aggagaggct gggcccccag 
tccaggatca ccaggcaagg 
tgaacaggga gtggaggggg 
tctgagtttg ccccggtctg 
tggaggctat tatgatccag 
gctgagcgcg gtgctgactg 
caaccagggc gtggcccgcg 
gccggtggcc gagagccagc 
gctgcaggcc ggggacacgg 
ggagccgctc accatcttca 
gtagactggg gtcccgcccg 
ctcctggggt ctcgcctgag 
gcagcggcac cgcgcccaga 
gctcggggcc gcccatgcag 
ccggcctgcg gaggagccga 
attccctggg ctccaggctc 


cctgccccct gttgcctcct 
gtgggccect ggacggcttc 
tgcaaggaga gctctctgag 
agctccagac cactgtggag 
accgtatcat ttctgagatt 
gtgaagagcg cttccgaggc 
tagaggggcg attgggccgt 
gactgcaggg cctgcgcgag 
gggaaaccaa caccaccagc 
aggcgggcct gggcaggcgg 
gtctgcacca gctcagcctg 
ggcctcctgg gctgcaggga 
acgggcaaga gggccccatc 
caccagcagc ccctgtgccc 
aaccaggcac ggtccccttc 
agacaggcgt gttcacagcg 
ggcaccggca cgagaaagtg 
tagactccgg tggctacgag 
ccagcccggg caccctgggc 
tctgcgtcga cctggtcatg 
gcggggccct gctctatggg 
acgtgtctac gtcggctgaa 
acggggcacc tagccctggg 
gcggcctctc cccacgcccg 
acttttggcc tggcgcgatc 
tcctcgcacc ctccgctccc 
ccccgcgcgg gcgccgccca 
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ccgccatact aaacgatcga ggaataaaga cacttggttt ttctaaaaaa aact 
3954 

<210> 2576 
<211> 1016 
<212> PRT 

<213> Homo sapiens 


<400> 2576 


Met Ala 

Pro 

Arg 

Thr 

Leu 

Trp 

Ser 

Cys 

Tyr 

Leu 

Cys 

Cys 

Leu 

Leu 

Thr 

1 



5 





10 





15 


Ala Ala 

Ala 

Gly 

Ala 

Ala 

Ser 

Tyr 

Pro 

Pro 

Arg 

Gly 

Phe 

Ser 

Leu 

Tyr 



20 





25 





30 



Thr Gly 

Ser 

Ser 

Gly 

Ala 

Leu 

Ser 

Pro 

Gly 

Gly 

Pro 

Gin 

Ala 

Gin 

lie 


35 





40 





45 




Ala Pro 

Arg 

Pro 

Ala 

Ser 

Arg 

His 

Arg 

Asn 

Trp 

Cys 

Ala 

Tyr Val 

Val 

50 





55 





60 





Thr Arg 

Thr 

Val 

Ser 

Cys 

Val 

Leu 

Glu 

Asp 

Gly 

Val 

Glu 

Thr 

Tyr 

Val 

65 




70 





75 





80 

Lys tyr 

Gin 

Pro 

Cys 

Ala 

Trp 

Gly 

Gin 

Pro 

Gin 

Cys 

Pro 

Gin 

Ser 

He 

* 



85 





90 





95 


Met Tyr 

Arg 

Arg 

Phe 

Leu 

Arg 

Pro 

Arg 

Tyr 

Arg 

Val 

Ala 

Tyr 

Lys 

Thr 



100 





105 





110 



Val Thr 

Asp 

Met 

Glu 

Trp 

Arg 

Cys 

Cys 

Gin 

Gly 

Tyr 

Gly 

Gly Asp 

Asp 


115 





120 





125 




Cys Ala 

Glu 

Ser 

Pro 

Ala 

Pro 

Ala 

Leu 

Gly 

Pro 

Ala 

Ser 

Ser 

Thr 

Pro 

130 


r 



135 





140 





Arg Pro 

Leu 

Ala 

Arg 

Pro 

Ala 

Arg 

Pro 

Asn 

Leu 

Ser 

Gly 

Ser 

Ser 

Ala 

145 




150 





155 





160 

Gly Ser 

Pro 

Leu 

Ser 

Gly 

Leu 

Gly 

Gly 

Glu 

Gly 

Pro 

Gly 

Glu 

Ser 

Glu 




165 





170 





175 


Lys Val 

Gin 

Gin 

Leu 

Glu 

Glu 

Gin 

Val 

Gin 

Ser 

Leu 

Thr 

Lys 

Glu 

Leu 


180 





185 





190 



Gin Gly 

Leu 

Arg 

Gly 

val 

Leu 

Gin 

Gly 

Leu 

Ser 

Gly 

Arg 

Leu 

Ala 

Glu 


195 





200 





205 




Asp Val 

Gin 

Arg 

Ala 

Val 

Glu 

Thr 

Ala 

Phe 

Asn 

Gly 

Arg 

Gin 

Gin 

Pro 

210 





215 





220 





Ala Asp 

Ala 

Ala 

Ala 

Arg 

Pro 

Gly 

Val 

His 

Glu 

Thr 

Leu 

Asn 

Glu 

lie 

225 




230 





235 





240 

Gin His 

Gin 

Leu 

Gin 

Leu 

Leu 

Asp 

Thr 

Arg 

Val 

Ser 

Thr 

His 

Asp 

Gin 




245 





250 





255 


Glu Leu 

Gly 

His 

Leu 

Asn 

Asn 

His 

His 

Gly 

Gly 

Ser 

Ser 

Ser 

Ser 

Gly 



260 





265 





270 



Gly Ser 

Arg 

Ala 

Pro 

Ala 

Pro 

Ala 

Ser 

Ala 

Pro 

Pro 

Gly 

Pro 

Ser 

Glu 

275 





280 





285 




Glu Leu 

Leu 

Arg 

Gin 

Leu 

Glu 

Gin 

Arg 

Leu 

Gin 

Glu 

Ser 

Cys 

Ser 

Val 

290 





295 





300 





Cys Leu 

Ala 

Gly 

Leu 

Asp 

Gly 

Phe 

Arg 

Arg 

Gin 

Gin 

Gin 

Glu Asp 

Arg 

305 




310 





315 





320 

Glu Arg 

Leu 

Arg 

Ala 

Met 

Glu 

Lys 

Leu 

Leu 

Ala 

Ser 

Val 

Glu 

Glu 

Arg 




325 





330 





335 


Gin Arg 

His 

Leu 

Ala 

Gly 

Leu 

Ala 

Val 

Gly 

Arg 

Arg 

Pro 

Pro 

Gin 

Glu 



340 





345 





350 



Cys Cys 

Ser 

Pro 

Glu 

Leu 

Gly 

Arg 

Arg 

Leu 

Ala 

Glu 

Leu 

Glu Arg 

Arg 
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355 





360 


Leu Asp 

Val 

Val 

Ala 

Gly Ser 

Val 

Thr 


370 





375 



Thr 

Glu 

Leu 

Gly 

Gly Ala 

Ala Gly 

Gin 

385 





390 




Thr 

Ser 

Leu 

Ala 

Ser 

Arg 

Leu 

Ser 

Arg 





405 





Thr 

Leu 

Gly 

Pro 

Ser 

Glu 

Glu 

Gin 

Glu 




420 





425 

Gly Gly 

Leu 

Ser 

His 

Trp 

Leu 

Pro 

Ala 



435 





440 


Leu Gly 

Gly 

Leu 

Leu 

Ala 

Asn 

val 

Ser 


450 





455 



Asp 

Leu 

Leu 

Glu 

Glu 

Gin 

Val 

Ala 

Gly 

465 





470 




Leu 

Cys 

Ser 

Gly 

Ala 

Pro 

Gly Glu 

Gin 





485 





Leu 

Ser 

Ala 

Leu 

Glu 

Arg 

Arg 

Val 

Leu 




500 





505 

Leu 

Val 

Gly 

Ser 

Gly 

Leu 

His 

Thr 

Val 



515 





520 


Gin 

Ala 

Thr 

Leu 

Glu Gly 

Leu 

Gin 

Glu 


530 





535 



Arg 

Val 

Asp 

Ala 

Gin Asp 

Glu 

Thr 

Ala 

545 





550 




Asn 

Leu 

Thr 

Ala 

Ala 

Arg 

Leu Gly 

Gin 





565 





His Gly 

Asp 

Glu 

Gly Cys 

Gly Ala 

Cys 




580 





585 

Gly Arg 

Leu 

Arg 

Asp 

Gly Val 

Glu 

Arg 



595 





600 


Pro Arg 

Gly 

Pro 

Gly Ala Gly 

Pro 

Gly 


610 





615 



Pro 

Leu 

Asp 

Gly 

Phe 

Ser 

Val 

Phe 

Gly 

625 





630 




Gin 

Ala 

Leu 

Gin 

Gly Glu 

Leu 

Ser 

Glu 





645 





Leu 

Asn 

Asp 

Ser 

Leu 

Asn 

Glu 

Leu 

Gin 




660 





665 

Ala 

Asp 

Leu 

Ala 

Asp 

Leu 

Gly Ala 

Thr 



675 





680 


He 

Asn 

Arg 

Leu 

Gin 

Gin 

Glu 

Ala 

Thr 


690 





695 



Glu Arg 

Phe 

Arg 

Gly Leu 

Glu 

Glu 

Gly 

705 





710 




Pro 

Ser 

Leu 

Glu 

Gly Arg 

Leu Gly 

Arg 





725 





Leu 

Asp 

Thr 

Val 

Ala Gly Gly 

Leu 

Gin 




740 





745 

Arg 

His 

Val 

Ala 

Gly Leu Trp 

Ala 

Gly 



755 





760 


Ser 

Gin 

Met 

Gin 

Ala 

Ala 

Leu 

Leu 

Glu 


770 





775 



Gly Leu 

Gly 

Arg 

Arg 

Leu 

Gly Ala 

Leu 
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365 


Val 

Leu 

Ser 

Gly Arg 

Arg 

Gly 



380 




Gly Gly 

His 

Pro Pro 

Gly 

Tyr 


395 




400 

Leu 

Glu 

Asp 

Arg Phe 

Asn 

Ser 

410 




415 


Glu 

Ser 

Trp 

Pro Gly 

Ala 

Pro 




430 



Ala 

Arg 

Gly 

Arg Leu 
445 

Glu 

Gin 

Gly Glu 

Leu 

Gly Gly 

Arg 

Leu 



460 




Ala 

Met 

Gin 

Ala Cys 

Gly 

Gin 


475 




480 

Asp 

Ser 

Gin 

Val Ser 

Glu 

lie 

490 




495 


Asp 

Ser 

Glu 

Gly Gin 

Leu 

Arg 




510 



Glu 

Ala 

Ala 

Gly Glu 
525 

Ala 

Arg 

Val 

val 

Gly 

Arg Leu 

Gin 

Asp 



540 




Ala 

Glu 

Phe 

Thr Leu 

Arg 

Leu 


555 




560 

Leu 

Glu 

Gly 

Leu Leu 

Gin 

Ala 

570 




575 


Gly Gly 

Val 

Gin Glu 

Glu 

Leu 




590 



Cys 

Ser 

Cys 

Pro Leu 
605 

Leu 

Pro 

Val 

Gly 

Gly 

Pro Ser 

Arg 

Gly 



620 




Gly 

Ser 

Ser 

Gly Ser 

Ala 

Leu 


635 




640 

Val 

lie 

Leu 

Ser Phe 

Ser 

Ser 

650 




655 


Thr 

Thr 

Val 

Glu Gly 

Gin 

Gly 




670 



Lys 

Asp 

Arg 

lie lie 
685 

Ser 

Glu 

Glu 

His 

Ala 

Thr Glu 

Ser 

Glu 



700 




Gin 

Ala 

Gin 

Ala Gly 

Gin 

Cys 


715 




720 

Leu 

Glu 

Gly 

Val Cys 

Glu 

Arg 

730 




735 


Gly 

Leu 

Arg 

Glu Gly 

Leu 

Ser 




750 



Leu 

Arg 

Glu 

Thr Asn 
765 

Thr 

Thr 

Lys 

Leu 

Val 

Gly Gly 

Gin 

Ala 



780 




Asn 

Ser 

Ser 

Leu Gin 

Leu 

Leu 
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785 

Glu Asp Arg 

Gly Glu Ala 

Pro Ala Gly 
835 

He Gly Pro 
850 

Ala Ala Pro 
865 

Arg Ser Glu 

Gly Gly Tyr 

Gly Arg Tyr 
915 

Val Glu Ala 
930 

Ser Gly Gly 
945 

Ser Gin Pro 

Leu Gin Ala 

Ala His Ser 
995 

Gly Asp Pro 
1010 

<210> 2577 
< 2 1 1 > 343 
<2 12> DNA 
<213 > Homo 

<4 00> 2577 
acgcgtgaag 
60 

ggggcgtggt 

120 

tgctgagcaa 

180 

agtgttccct 

240 

tgcctgccct 

300 

ccagggtctc 

343 

<210> 2578 
< 211 > 100 
<212> PRT 
<213 > Homo 


790 795 800 

Leu His Gin Leu Ser Leu Lys Asp Leu Thr Gly Pro Ala 
805 810 815 

Gly Pro Pro Gly Pro Pro Gly Leu Gin Gly Pro Pro Gly 
820 825 830 

Pro Pro Gly Ser Pro Gly Lys Asp Gly Gin Glu Gly Pro 
840 845 

Pro Gly Pro Gin Gly Glu Gin Gly Val Glu Gly Ala Pro 
855 860 

Val Pro Gin Val Ala Phe Ser Ala Ala Leu Ser Leu Pro 
870 875 880 

Pro Gly Thr Val Pro Phe Asp Arg Val Leu Leu Asn Asp 
885 890 895 

Tyr Asp Pro Glu Thr Gly Val Phe Thr Ala Pro Leu Ala 
900 905 910 

Leu Leu Ser Ala Val Leu Thr Gly His Arg His Glu Lys 
920 925 

Val Leu Ser Arg Ser Asn Gin Gly Val Ala Arg Val Asp 
935 940 

Tyr Glu Pro Glu Gly Leu Glu Asn Lys Pro Val Ala Glu 
950 955 960 

Ser Pro Gly Thr Leu Gly Val Phe Ser Leu lie Leu Pro 
965 970 975 

Gly Asp Thr Val Cys Val Asp Leu Val Met Gly Gin Leu 
980 985 990 

Glu Glu Pro Leu Thr lie Phe Ser Gly Ala Leu Leu Tyr 
1000 1005 

Glu Leu Glu His Ala 
1015 


sapiens 


ggggagggto atggcctcct gggcttcaag gaggagctgg ggctggggtg 
gcattcatcc ccggccgcag ctgatctgga gccatctgta gcgaaatgct 
attacgaggg tcaacaggag cagggcagac gcttctccca cctgctggcc 
cggctaccgt gcactcagcc ccacagtgac ccctgagtgg ataccggccc 
gggctctcaa tgggggctcg gggcctcaca gggccagcac gagccacttg 
caacagaccc tgagcctggc agtccctggg ccc 


sapiens 
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<400> 2578 

Met Ala Ser Trp Ala Ser Arg Arg 
1 5 

Val His Ser Ser Pro Ala Ala Ala 
20 

Cys Leu Leu Ser Lys Leu Arg Gly 
35 40 

Leu Pro Pro Ala Gly Gin Cys Ser 
50 55 

Thr Val Thr Pro Glu Trp He Pro 
65 70 

Trp Gly Leu Gly Ala Ser Gin Gly 
85 

Ser Asn Arg Pro 
100 


Ser Trp Gly Trp Gly Gly Gly Val 
10 15 

Asp Leu Glu Pro Ser Val Ala Lys 
25 30 

Ser Thr Gly Ala Gly Gin Thr Leu 
45 

Leu Gly Tyr Arg Ala Leu Ser Pro 
60 

Ala Leu Pro Ala Leu Gly Ser Gin 
75 80 

Gin His Glu Pro Leu Ala Arg Val 
90 95 


<210> 2579 

<211> 420 

<212 > DNA 

<213 > Homo sapiens 

<400> 2579 

ntcatgatct tcagaagctg tattaatttg 
60 

ggaagcatgt tttatagtgt tcatcaaagt 
120 

gttaaaaaag agatgatcct tgccaaacgt 
180 

tgctggatac ccatttttgt agtgaaattt 
240 

accataacct cttgggtagt gatttttatt 
300 

ctctatactc tgaccacaag accatttaaa 
360 

agacaaagaa aatctatgga cagcaaaggt 
420 

<210> 2580 

<211> 140 

<212> PRT 

<213 > Homo sapiens 

<400> 2580 

Xaa Met lie Phe Arg Ser Cys lie 
1 5 

Val Phe Ser Tyr Gly Ser Met Phe 
20 

Thr Ala Thr Glu lie Arg Asn Gin 
35 40 

Lys Arg Phe Phe Phe lie Val Phe 
50 55 

lie Phe Val Val Lys Phe Leu Ser 
65 70 

Thr lie Thr Ser Trp Val Val lie 


gccgcattta tcatcatagt tttttcctat 
gccataacag caactgaaat acggaatcaa 
tttttcttta tagtatttac tgatgcatta 
ctttcactgc ttcaggtaga aataccaggt 
ctgcccatta acagtgcttt gaacccaatt 
gaaatgattc atcggttttg gtataactac 
cagaaaacag aggctggagt gtgctcgcga 


Asn Leu Ala Ala- Phe lie lie lie 
10 15 

Tyr Ser Val His Gin Ser Ala lie 
25 30 

Val Lys Lys Glu Met lie Leu Ala 
45 

Thr Asp Ala Leu Cys Trp lie Pro 
60 

Leu Leu Gin Val Glu lie Pro Gly 
75 80 
Phe lie Leu Pro lie Asn Ser Ala 
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85 90 95 

Leu A sn Pro He Leu Tyr Thr Leu Thr Thr Arg Pro Phe Lys Glu Met 
100 105 110 

lie His Arg Phe Trp Tyr Asn Tyr Arg Gin Arg Lys Ser Met Asp Ser 
115 120 125 

Lys Gly Gin Lys Thr Glu Ala Gly Val Cys Ser Arg 
130 135 140 

<210> 2581 
<211> 459 
<212> DNA 

<213 > Homo sapiens 
<400> 2581 

atgctgtttt cggccactat gccggccccg attatggccc tagcccggtc ccaactgcgt 
SO . 

cgtccggtgc acgtccgcgc cgaaggagcc gacacccaga ccacggtgcc cgacacccag 
120 

cagtttgtat accaggccca ttccctcgac aagattgaga tcattggacg cattctgcag 
180 

gccaacgacg tcgaaaaggt cattatcttc tgccgcacca agcgtgcatg ccagcggctt 
240 

tctgacgacc tcgacgaccg cggtttcaaa acccgcgcca tccacggtga tctcacgcag 
300 

gtcgcgcgtg aaaaggcgct caagaaattc cgtcatggcg aggcgaccat cctggtggcg 
360 

accgatgtcg ctgcccgtgg cattgacgtc accggggtgt cccacgtcat caaccatgaa 
420 

tgtcccgaag acgagaaaac atacgtccac cgcattggt 
459 

<210> 2582 
<211> 153 
<212> PRT 

<213>.Homo sapiens 
<4 00> 2582 

Met Leu Phe Ser Ala Thr Met Pro Ala Pro lie Met Ala Leu Ala Arg 
15 10 15 

Ser Gin Leu Arg Arg Pro Val His Val Arg Ala Glu Gly Ala Asp Thr 
20 25 30 

Gin Thr Thr Val Pro Asp Thr Gin Gin Phe Val Tyr Gin Ala His Ser 
35 40 45 

Leu Asp Lys lie Glu lie lie Gly Arg lie Leu Gin Ala Asn Asp Val 
50 55 /60 

Glu Lys Val lie lie Phe Cys Arg Thr Lys Arg Ala Cys Gin Arg Leu 

65 70 75 80 

Ser Asp Asp Leu Asp Asp Arg Gly Phe Lys Thr Arg Ala lie His Gly 

85 90 95 

Asp Leu Thr Gin Val Ala Arg Glu Lys Ala Leu Lys Lys Phe Arg His 
100 105 HO 

Gly Glu Ala Thr lie Leu Val Ala Thr Asp Val Ala Ala Arg Gly lie 
115 120 125 

Asp Val Thr Gly Val Ser His Val lie Asn His Glu Cys Pro Glu Asp 


1839 



WO 00/58473 PCT/US00/08621 


130 135 140 

Glu Lys Thr Tyr Val His Arg He Gly 
145 150 

<210> 2583 
<211> 7098 
<212> DNA 

<213 > Homo sapiens 
<400> 2583 

ctgttgccgc gccgggtggg tgcattttaa ttttttcatt ccctgaacta tgggttatga 
60 

tatccatact cactgaagac aaaaagccac cttttctgcg tcttggtggc atgcatgtgt 
120 

ctcatcatcc tttcaaactt gtggtggaac agggttttct tccctgtctg tgtattttga 
180 

gccagcacag ttaccaaaat tgaacttgtc tttcgcttgt gaacggttgt ggtcattgtg 
240 

agggcgggtc atgaggaggc tgtagccaag gacgaggtgt gtgcggctgt tgcctggacg 
300 

tttgtccaat ccacgttgac atttgaggga tcacagcgtg tgaaaatgaa ctcagaggag 
360 

aattggtgaa ttcctatcca gtgggcattt tcaaaccctg gtcgacggcg gaagaatatc 
420 

aggtcctgag atcacccacc cggcgcggca acagtgcaga gtggccacat ctggtggaag 
480 

aagaaaaaaa tgtagttatt gaattcaatc aagtgtttgc atctttcaag ctatcaacaa 
540 

aattccatca agaaaggttc cagttggtct cacagacgta tggatatccg aggagccacc 
600 

taaagatgga gaaatcaagg catagagaga ttaagtgact ttgccacagt cacaagctgg 
660 

agaggaccag gagtagagct tagagcgagc ccctgactct gggcctgcgt cctgccagga 
720 

gtcacgctgc ctccgttcct aggagagaag acttcctgta agatggaggt ggacaccgag 
780 

gagaagcggc atcgcacgcg gtccaaaggg gttcgagttc ccgtggaacc agccatacaa 
840 

gagctgttca gctgtcccac ccctggctgt gacggcagtg gtcatgtcag tggcaaatat 
900 

gcaagacaca gaagtgtata tggttgtccc ttggcgaaaa aaagaaaaac acaagataaa 
960 

cagccccagg aacctgctcc taaacgaaag ccatttgccg tgaaagcaga cagctcctca 
1020 

gtggatgagt gtgacgacag tgatgggact gaggacatgg atgagaagga ggaggatgag 
1080 

ggggaggagt actccgagga caatgacgag ccaggggatg aggacgagga ggacgaggag 
1140 

ggggaccggg agggggagga ggagatcgag gaggaggatg aggacgatga cgaggatgga 
1200 

gaagatgtgg aggatgaaga agaggaagag gaggaggagg aggaggagga agaggaagaa 
1260 

gaaaacgaag accatcaaat gaattgtcac aatactcgaa taatgcaaga cacagaaaag 
1320 
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gatgataaca atagtgacga atatgacaat tacgatgaac tggtggccaa gtcattgtta 
1380 

aacctcggca aaatcgctga ggatgcagcc taccgggcca ggactgagtc agaaatgaac 
1440 

agcaatacct ccaatagtct ggaagacgat agtgacaaaa acgaaaacct gggtcggaaa 
1500 

agtgagttga gtttagactt agacagtgat gttgttagag aaacagtgga ctcccttaaa 
1560 

ctattagccc aaggacacgg tgttgtgctc tcagaaaaca tgaatgacag aaattatgca 
1620 

gacagcatgt cgcagcaaga cagtagaaat atgaattacg tcatgttggg gaagcccatg 
1680 

aacaacggac tcatggaaaa gatggtggag gagagcgatg aggaggtgtg tctgagcagt 
1740 

ctggagtgtt tgaggaatca gtgcttcgac ctggccagga agctcagtga gaccaacccg 
1800 

caggagagga atccgcagca gaacatgaac atccgtcagc atgtccggcc agaagaggac 
1860 

ttcccaggaa ggacgccgga cagaaactac tcggacatgc tgaacctcat gcggctggag 
1920 

gagcagttga gcccccggtc gagagtgttt gccagctgtg cgaaggagga tgggtgtcat 
1980 

gagcgggacg acgataccac ctctgtgaac tcggacaggt ctgaagaggt gttcgacatg 
2040 

accaagggga acctgaccct gctggagaaa gccatcgctt tggaaacgga aagagcaaag 
2100 

gccatgaggg agaagatggc catggaagct gggaggaggg acaatatgag gtcatatgag 
2160 

gaccagtctc cgagacaact tcccggggag gacagaaagc ctaaatccag tgacagccat 
2220 

gtcaaaaagc catactatgg taaagatccc tcaagaacag aaaagaaaga gagcaagtgt 
2280 

ccaacccccg ggtgtgatgg aaccggccac gtaactgggc tgtacccaca tcaccgcagc 
2340 

ctgtccggat gcccgcacaa agatagggtc cctccagaaa tccttgccat gcatgaaagt 
2400 

gtcctcaagt gccccactcc gggctgcacg gggcgcgggc atgtcaacag caacaggaac 
2460 

tcccaccgaa gcctctccgg atgcccgatc gctgcagcag agaaactggc caaggcacag 
2520 

gaaaagcacc agagctgcga cgtgtccaag tccagccagg cctcggaccg cgtgctcagg 
2580 

ccaatgtgct ttgtgaagca gctggagatt cctcagtatg gctacagaaa caatgtcccc 
2640 

acaactacgc cgcgttccaa cctggccaag gagctcgaga aatattccaa aacctcgttt 
2700 

gaatacaaca gttacgacaa ccatacttat ggcaagcgag ccatagctcc caaggtgcaa 
2760 

accagggata tatcccccaa aggatatgat gatgcgaagc ggtactgcaa ggaccccagc 
2820 

cccagcagca gcagcaccag cagctacgcg cccagcagca gcagcaacct gagctgcggc 
2880 

gggggcagca gcgccagcag cacgtgcagc aagagcagct tcgactacac gcacgacatg 
2940 
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gaggcggccc 

3000 

ccgcagaacc 

3060 

gtggatgaga 

3120 

tgccccatcc 

3180 

cggtgtttcc 

3240 

aaaccccgga 

3300 

ttccaggagg 

3360 

cccaagtacc 

3420 

ctggcggaca 

3480 

acgcctggct 

3540 

tcaggttgcc 

3600 

gaagatcaag 

3660 

gggaagtacg 

3720 

gacgggtacc 

3780 

tgccccacgc 

3840 

agcttgtcag 

3900 

cagatgctga 

3960 

cagttagatg 

4020 

attaaactca 

4080 

aacaaagtga 

4140 

tctctgatcc 

4200 

aattttgatg 

4260 

agtccagaaa 

4320 

tgaacagctg 

4380 

ctgtaactta 

4440 

cttacaagac 

4500 

tttgaataca 

4560 


acatggcggc 

tgagcaccaa 

acgggaccct 

tgacccctct 

agctgggcga 

ggatagacga 

ctctagaaga 

ctcagtgcaa 

aaagcattcg 

gtgatggttc 

caagagcaaa 

aacccatcag 

cgtcccatcg 

tgaatggctc 

caggatgcga 

gatgcccgag 

ccatcaaaca 

aagaaatcaa 

gaactcagat 

ttgagcagca 

acagcctggc 

cttacgtgac 

ataaagccct 

ctgtagtgat 

ccagaaagtg 

ttcataatga 

cccacatttt 


caccgccatc 

gccgcaggac 

ggacctcagc 

ggagcccatg 

gggcgactgc 

ggacgagtcc 

aagacggtat 

ggagagcaaa 

aagtatgctg 

tggacatatc 

gaaaagtggt 

gtgtccggtc 

cagcgcctcc 

ccagttctcc 

cggctcaggc 

agccacgtca 

gcgggccagc 

ggagctaaat 

taccacgatg 

gaacgagtct 

taacatccag 

tactttgacg 

actggaaaat 

gaaactcttg 

ttctatattt 

ttttatgtct 

gtacgtttcc 


ctcaacctgt 

ctgtgcgcca 

atgaacaagc 

tccccccagc 

tgggacttgc 

aaagacatta 

cccggggagg 

aaggacttaa 

gccaccagct 

accggcaatt 

atcaggatag 

cccgggtgcg 

gggtgcccct 

tggaagtcgg 

cacgtcagcg 

gcgatgaaga 

aacggtatag 

gaatccaatt 

gagagcaacc 

ctcctccacg 

ctgccgcaca 

gaaatgtata 

ataaagcagg 

cttaaaaagg 

atttctgttt 

tgctttaaag 

atgtaagctg 


ccacgcgctg 
cgcggaac:cc 
agaggccgcg 
agcaggcagt 
ccgtagacta 
ctccagaaga 
tgaccatccc 
taactctgtc 
ccc aagaact 
atgcttctca 
cacagagcaa 
acggccaggg 
tggcggccaa 
tcaagacgga 
gcagcttcct 
aggcaaagct 
aaaatgatga 
cccagatgga 
tgaagaccat 
agctggcgaa 
tggatccaat 
caaatcaaga 
ctgtgagagg 
atgcctcttg 
gaatttgaaa 
atagtacctg 
acatagtgtt 


ccgcgagatg 

tgacatggag 

ggacagctgc 

gatgaacaac 

caccaaaatg 

cttggaccca 

aagtcccaaa 

tggctgcccc 

caagtgcccc 

tcggagcctt 

agaagataaa 

ccacatcact 

gaggcagaaa 

aggcatgtcc 

cacacaccgc 

ttctggagag 

agaaatcaaa 

agccgatatg 

cgaagaggag 

cctgagccag 

caatgaacaa 

tcgttatcag 

aattcaggtc 

ttttttgctg 

cagtgttatg 

cagaatagtt 

ctgccatgta 
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atgtttatag ctgctgatgt 
4620 

tgatcaaaat aaatagagtg 
4680 

ttttgaactg aaatggacac 
4740 

gatcatgttg tggctgagca 
4800 

actttatgga atttaagaaa 
4860 

gcaaaaatgc tttatttttg 
4920 

gttttaggag gatggtgtat 
4980 

tggcatatgg attaactgta 
5040 

catggaaact tggcagaaga 
5100 

gcgttacatg gttgtgacta 
5160 

aacgtgaaga tttccttttc 
5220 

ctagagtttc gtgcccctct 
52 BO 

gtgtgttttc gatttaagct 
5340 

aaaaaattat gattattcct 
5400 

aaggcaaatg atttgtgagt 
5460 

gaaggcagct cggtaaagtt 
5520 

catttggtcc tattcagagg 
5580 

ccagttgacc atagagcatt 
5640 

aatgaatgca atcagatttt 
5700 

ctagatcatc ttagacttgt 
5760 

cactatatgt atgcataaga 
5820 

tgacgacgtg ttgtgttttc 
5880 

ccatgtcttg atgttatgca 
5940 

aaaaagatgg gttttgtaaa 
6000 

gtcattgtcc ccacaatgtg 
6060 

acggaggtgt gcaattcctc 
6120 

gaggagccct cacggctgat 
6180 


atgcacattt gggggtatat 
taaattcttt ttaatgcttt 
acaaacacac acacgcacac 
gccgcttttt agacgttatc 
tacattttgt gtgcatattg 
aacaatgctt ggaaatatta 
ggtgggggca ataaatgagg 
agaaatgaaa taagtaattt 
ttcaaagcag cttaaacagc 
tggaaactcc agttaagaca 
cattttcaat aaactttgga 
gaactgtctg ttattgcaat 
aaaagataat ttaagaacat 
attattgtta tgaaccttct 
cttctagtta ctggaccgag 
tccctcctgc tccccccgcc 
actcttacca cgacgtttct 
tgcagagcct cattgtttga 
aaaagtaact aaatatactt 
ttataccttc cagatttgat 
ccacttttga gcgctgtgtt 
tgatgttgac ttgagttcca 
ggaagtacag acgtacttta 
aataaaaaaa aaatattttt 
ccagtcgact atttgcactt 
gtgtcagtag ccttgtgaca 
caataatgtt gcaaagggag 


ctatttctga agaggtaagc 
agtgattaaa tgttttagta 
acagacccac agctttgaat 
attttgcctc atgttggagg 
tttcatagca agaattcgtt 
tgtgactttt ttgtttgttt 
ttttttgcat tccaaggaaa 
attgtaagac aacatcaagc 
acttttaaat taactcctaa 
ggatcttatc agaggtggac 
acaaccttct cgtatctccc 
gtagtttatc aacagaattt 
ttatttcccc ttttcacttt 
tattttacat ttgagggata 
ttttctgctg gatctggtgg 
cgactttgac tctgaatcag 
gttctacact tgggtggaga 
tttcttgtga ctattctaag 
cagcactttt ttgctttaaa 
tgttttactc ccaatgactg 
cccccttctg agtagtcctt 
tttagtagca tctcttcctt 
aatttttgtt atgaaataaa 
agcagaacag gacttacagg 
accttgtcct atatatccgt 
ctgaacctgg atggattata 
actacaggga tctcacgacg 
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aatattctga tacaatactc 
6240 

ccagcggcac tttatactgt 
6300 

taactagctg ggaaaagacg 
6360 

gcgccccctt tctgttgtgc 
6420 

ctgaagcaag gtgcttgcag 
6480 

tttagggccc ccattgttca 
6540 

ttctttgcca atatagtaat 
6600 

tattgttatc acctatgtac 
6660 

acgttggtac ataatctcaa 
6720 

gtgtcacata ttagaatgct 
6780 

ataacttatt gttcatattc 
6840 

ttttgtataa actatttatt 
6900 

acacggcatg ggtttgttga 
6960 

tgtgatactt catttttaaa 
7020 

acatcttact ctaaataaac 
7080 

aaaaaaaaaa aaaaaaaa 
7098 


aacctcggta tatatatatg 
tcactgtaca aaagcttaca 
atgtaattat ttcggggctc 
tattggttgc agctgccatg 
tcacctgagg ccgtccgtgt 
taacagcata tgcatttccc 
gcttttagta gagtactaga 
aatggaaagg gattttaagc 
atcaaaagtt atctgtgact 
gacctttcat atggattatt 
atttctaagt taatttaagt 
gtgctctctg tggaactgaa 
cactttaatt ttgctataaa 
ttgtgaactt tgtacaaatt 
aaggtgttgc cacatttgta 


tgtataaata tatgtatatc 
gttttccaca aggactttaa 
tgcggaacct tctctgtaca 
ctcagaatgc gttttgagag 
ggcccagggc cccagctgcc 
caccgcgttg tgtctgcagc 
tagtatcagt tttggattct 
acaaacctgc tgctcatcta 
attatatagg gatcacaaaa 
gtgagtcatc agagtttatt 
aatcatttat taagacagaa 
gtttgattta tttttgtact 
tgtgtggaat cacaagttgc 
ttgtcatgct ggatgttaac 
gcacgaaaaa aaaaaaaaaa 


<210> 2584 
<211> 1186 
<212> PRT 

<213 > Homo sapiens 
<400> 2584 

Met Glu Val Asp Thr Glu Glu Lys 
1 5 

Val Arg Val Pro Val Glu Pro Ala 
20 

Thr Pro Gly Cys Asp Gly Ser Gly 
35 40 

His Arg Ser Val Tyr Gly Cys Pro 
50 55 

Asp Lys Gin Pro Gin Glu Pro Ala 
65 70 

Lys Ala Asp Ser Ser Ser Val Asp 
85 

Glu Asp Met Asp Glu Lys Glu Glu 
100 

Asp Asn Asp Glu Pro Gly Asp Glu 


Arg His Arg Thr Arg Ser Lys Gly 
10 15 

lie Gin Glu Leu Phe Ser Cys Pro 
25 30 

His Val Ser Gly Lys Tyr Ala Arg 
45 

Leu Ala Lys Lys Arg Lys Thr Gin 
60 

Pro Lys Arg Lys Pro Phe Ala Val 
75 80 
Glu Cys Asp Asp Ser Asp Gly Thr 
90 95 

Asp Glu Gly Glu Glu Tyr Ser Glu 
105 HO 

Asp Glu Glu Asp Glu Glu Gly Asp 
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115 





120 





125 




Arg 

Glu Gly 

Glu 

Glu 

Glu 

lie 

Glu 

Glu 

Glu 

Asp 

Glu 

Asp 

Asp Asp Glu 


130 





135 





140 





Asp 

Gly Glu 

Asp 

Val 

Glu Asp 

Glu 

Glu 

Glu 

Glu 

Glu 

Glu 

Glu 

Glu 

Glu 

145 





150 





155 





160 

Glu 

Glu 

Glu 

Glu 

Glu 

Glu 

Glu 

Asn 

Glu 

Asp 

His 

Gin 

Met 

Asn 

Cys 

His 





165 





170 





175 


Asn 

Thr Arg 

He 

Met 

Gin 

Asp 

Thr 

Glu 

Lys 

Asp 

Asp 

Asn 

Asn 

Ser 

Asp 




180 





185 





190 



Glu 

Tyr Asp 

Asn 

Tyr 

Asp 

Glu 

Leu 

Val 

Ala 

Lys 

Ser 

Leu 

Leu 

Asn 

Leu 



195 





200 





205 




Gly Lys 

lie 

Ala 

Glu 

Asp 

Ala 

Ala 

Tyr 

Arg 

Ala 

Arg 

Thr 

Glu 

Ser 

Glu 


210 





215 





220 





Met 

Asn 

Ser 

Asn 

Thr 

Ser 

Asn 

Ser 

Leu 

Glu 

Asp 

Asp 

Ser 

Asp 

Lys 

Asn 

225 





230 





235 





240 

Glu 

Asn 

Leu 

Gly 

Arg 

Lys 

Ser 

Glu 

Leu 

Ser 

Leu 

Asp 

Leu 

Asp 

Ser 

Asp 





245 





250 





255 


Val 

Val 

Arg 

Glu 

Thr 

Val Asp 

Ser 

Leu 

Lys 

Leu 

Leu 

Ala 

Gin Gly 

His 




260 





265 





270 



Glv Val 

Val 

Leu 

Ser 

Glu 

Asn 

Met 

Asn 

Asp 

Arg 

Asn 

Tyr 

Ala 

Asp 

Ser 



275 





280 





285 




Met 

Ser 

Gin 

Gin 

Asp 

Ser Arg 

Asn 

Met 

Asn 

Tyr 

Val 

Met 

Leu Gly Lys 


290 





295 





300 





Pro 

Met 

Asn 

Asn 

Gly 

Leu 

Met 

Glu 

Lys 

Met 

Val 

Glu 

Glu 

Ser Asp 

Glu 

305 





310 





315 





320 

Glu 

val 

Cys 

Leu 

Ser 

Ser 

Leu 

Glu Cys 

Leu 

Arg 

Asn 

Gin 

Cys 

Phe Asp 





325 





330 





335 


Leu 

Ala 

Arg 

Lys 

Leu 

Ser 

Glu 

Thr 

Asn 

Pro 

Gin 

Glu 

Arg 

Asn. 

Pro 

Gin 




340 





345 





350 



Gin 

Asn 

Met 

Asn 

lie 

Arg 

Gin 

His 

Val 

Arg 

Pro 

Glu 

Glu 

Asp 

Phe 

Pro 



355 





360 





365 




Gly Arg 

Thr 

Pro Asp 

Arg 

Asn 

Tyr 

Ser 

Asp 

Met 

Leu 

Asn 

Leu 

Met 

Arg 


370 





375 





380 





Leu 

Glu 

Glu 

Gin 

Leu 

Ser 

Pro Arg 

Ser 

Arg 

Val 

Phe 

Ala 

Ser 

Cys 

Ala 

385 





390 





395 





400 

Lys 

Glu Asp 

Gly Cys 

His 

Glu Arg Asp 

Asp 

Asp 

Thr 

Thr 

Ser 

Val 

Asn 





405 





410 





415 


Ser 

Asp Arg 

Ser 

Glu 

Glu 

Val 

Phe 

Asp 

Met 

Thr 

Lys 

Gly 

Asn 

Leu 

Thr 




420 





425 





430 



Leu 

Leu 

Glu 

Lys 

Ala 

He 

Ala 

Leu 

Glu 

Thr 

Glu 

Arg 

Ala 

Lys 

Ala 

Met 



435 





440 





445 




Arg 

Glu 

Lys 

Met 

Ala 

Met 

Glu 

Ala Gly 

Arg 

Arg 

Asp 

Asn 

Met 

Arg 

Ser 


450 





455 





460 





Tyr 

Glu Asp 

Gin 

Ser 

Pro 

Arg 

Gin 

Leu 

Pro 

Gly 

GlU 

Asp 

Arg 

Lys 

Pro 

465 





470 





475 





480 

Lys 

Ser 

Ser 

Asp 

Ser 

His 

Val 

Lys 

Lys 

Pro 

Tyr 

Tyr 

Gly 

Lys 

Asp 

Pro 





485 





490 





495 


Ser 

Arg 

Thr 

Glu Lys 

Lys 

Glu 

Ser 

Lys 

Cys 

Pro 

Thr 

Pro 

Gly Cys 

Asp 




500 





505 





510 



Gly Thr Gly 

His 

Val 

Thr Gly 

Leu 

Tyr 

Pro 

His 

His 

Arg 

Ser 

Leu 

Ser 



515 





520 





525 




Gly 

Cys 

Pro 

His 

Lys 

Asp Arg Val 

Pro 

Pro 

Glu 

lie 

Leu 

Ala 

Met 

His 


530 





535 





540 





Glu 

Ser 

Val 

Leu Lys 

Cys 

Pro 

Thr 

Pro 

Gly 

Cys 

Thr 

Gly 

Arg Gly His 
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545 

Val 

Asn 

Ser 

Asn 

550 
Arg Asn 

Ala 

Ala 

Ala 

Glu 

565 

Lys 

Leu 

Asp 

Val 

580 
Ser Lys 

Ser 

Ser 

Cys 

Phe 

595 

Val 

Lys 

Gin 

Leu 

Val 

610 

Pro 

Thr 

Thr 

Thr 

Pro 

625 

Tyr 

Ser 

Lys 

Thr 

Ser 

630 

Phe 


645 

Gly Lys Arg Ala lie Ala 
660 

Lys Gly Tyr Asp Asp Ala 
675 

Ser Ser Ser Thr Ser Ser 
690 

Cys Gly Gly Gly Ser Ser 
705 710 

Asp Tyr Thr His Asp Met 
725 

Leu Asn Leu Ser Thr Arg 
740 

Lys Pro Gin Asp Leu Cys 
755 

Glu Asn Gly Thr Leu Asp 
770 

Ser Cys Cys Pro lie Leu 
785 790 

Gin Ala Val Met Asn Asn 
805 

Trp Asp Leu Pro Val Asp 
820 

Glu Asp Glu Ser Lys Asp 
835 

Glu Ala Leu Glu Glu Arg 
850 

Pro Lys Pro Lys Tyr Pro 
865 870 

Thr Leu Ser Gly Cys Pro 
885 

Ala Thr Ser Ser Gin Glu 
900 

Ser Gly His lie Thr Gly 
915 

Cys Pro Arg Ala Lys Lys 
930 

Asp Lys Glu Asp Gin Glu 
945 950 

Gly Gin Gly His lie Thr 
965 

Gly Cys Pro Leu Ala Ala 






555 


Ser 

His 

Arg 

Ser 

570 

Leu 

Ser 

Ala 

Lys 

Ala 

585 

Gin 

Glu 

Lys 

Gin 

Ala 

600 

Ser Asp 

Arg 

Val 

Glu 

615 

lie 

Pro 

Gin 

Tyr 

Gly 

620 

Arg 

Ser 

Asn 

Leu 

Ala 

635 

Lys 

Glu 

Tyr 

Asn 

Ser 

650 

Tyr 

Asp 

Pro 

Lys 

Val 

665 

Gin 

Thr 

Arg 

Lys 

Arg 

680 

Tyr 

Cys 

Lys 

Asp 

Tyr 

695 

Ala 

Pro 

Ser 

Ser 

Ser 

700 

Ala 

Ser 

Ser 

Thr 

Cys 

715 

Ser 

Glu 

Ala 

Ala 

His 

730 

Met 

Ala 

Cys 

Arg 

Glu 

745 

Met 

Pro 

Gin 

Ala 

Thr 

760 

Arg 

Asn 

Pro 

Asp 

Leu 

775 

Ser 

Met 

Asn 

Lys 

Gin 

780 

Thr 

Pro 

Leu 

Glu 

Pro 

795 

Met 

Arg 

Cys 

Phe 

Gin 

810 

Leu 

Gly 

Tyr 

Thr 

Lys 

825 

Met 

Lys 

Pro 

He 

Thr 

840 

Pro 

Glu 

Asp 

Leu 

Arg 

855 

Tyr 

Pro Gly 

Glu 

Val 

860 

Gin 

Cys 

Lys 

Glu 

Ser 

875 

Lys 

Leu 

Ala 

Asp Lys 
890 

Ser 

lie 

Leu 

Lys 

Cys 

905 

Pro 

Thr 

Pro 

Asn 

Tyr 

920 

Ala 

Ser 

His 

Arg 

Ser Gly 
935 

lie Arg 

lie 

Ala 

940 

Pro 

lie 

Arg 

Cys 

Pro 

955 

Val 

Gly Lys 

Tyr 

Ala 

970 

Ser 

His 

Lys 

Arg 

Gin 

Lys 

Asp Gly 
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560 

Gly Cys 

Pro 

lie 



575 


His 

Gin 

Ser 

Cys 


590 



Leu Arg 

Pro 

Met 

605 




Tyr 

Arg 

Asn 

Asn 

Glu 

Leu 

Glu 

Lys 




640 

Asn 

His 

Thr 

Tyr 



655 


Asp 

lie 

Ser 

Pro 


670 



Pro 

Ser 

Pro 

Ser 

685 




Ser 

Asn 

Leu 

Ser 

Lys 

Ser 

Ser 

Phe 




720 

Ala 

Thr 

Ala 

lie 



735 


Asn 

Leu 

Ser 

Thr 


750 



Met 

Glu 

Val 

Asp 

765 




Arg 

Pro 

Arg 

Asp 

Ser 

Pro 

Gin 

Gin 




800 

Glu Gly 

Asp 

Cys 



815 


Arg 

Arg 

lie 

Asp 


830 



Asp 

Pro 

Phe 

Gin 

845 




Thr 

lie 

Pro 

Ser 

Lys 

Asp 

Leu 

lie 




880 

Arg 

Ser 

Met 

Leu 



895 


Gly Cys 

Asp 

Gly 


910 



Ser 

Leu 

Ser 

Gly 

925 




Gin 

Ser 

Lys 

Glu 

Pro Gly 

Cys 

Asp 




960 

Arg 

Ser 

Ala 

Ser 



975 


Tyr 

Leu 

Asn 

Gly 
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980 985 990 

Ser Gin Phe Ser Trp Lys Ser Val Lys Thr Glu Gly Met Ser Cys Pro 
995 1000 1005 

Thr Pro Gly Cys Asp Gly Ser Gly His Val Ser Gly Ser Phe Leu Thr 
1010 1015 1020 

His Arg Ser Leu Ser Gly Cys Pro Arg Ala Thr Ser Ala Met Lys Lys 

1025 1030 1035 1040 

Ala Lys Leu Ser Gly Glu Gin Met Leu Thr lie Lys Gin Arg Ala Ser 

1045 1050 1055 

Asn Gly He Glu Asn Asp Glu Glu lie Lys Gin Leu Asp Glu Glu lie 
1060 1065 1070 

Lys Glu Leu Asn Glu Ser Asn Ser Gin Met Glu Ala Asp Met lie Lys 
1075 1080 1085 

Leu Arg Thr Gin lie Thr Thr Met Glu Ser Asn Leu Lys Thr lie Glu 
1090 1095 1100 

Glu Glu Asn Lys Val lie Glu Gin Gin Asn Glu Ser Leu Leu His Glu 

1105 1110 1115 1120 

Leu Ala Asn Leu Ser Gin Ser Leu lie His Ser Leu Ala Asn lie Gin 

1125 1130 1135 

Leu Pro His Met Asp Pro lie Asn Glu Gin Asn Phe Asp Aia Tyr Val 
1140 1145 1150 

Thr Thr Leu Thr Glu Met Tyr Thr Asn Gin Asp Arg Tyr Gin Ser Pro 
1155 1160 1165 

Glu Asn Lys Ala Leu Leu Glu Asn lie Lys Gin Ala Val Arg Gly tie 
1170 1175 1180 

Gin Val 
1185 

<2 10 > 2585 

<2 11 > 542 

<2 12 > DNA 

<213 > Homo sapiens 

<400> 2585 

cactcactcc tccacagaat ttggcctcag ccagccccac gctcagcatg cccagccctg 
60 

ccaagagccc agggatcgcc tcgctgacag accccaaaac acgggccacg ccaccccgtc 
120 

ctctaggtac ctgtgccccc agtctcaagc atcactccgt gtctccctca catgccttct 
180 

gggcctctag ccctcaaaga gctaaagtat gtgagcactt tctcagccct ttaaacggat 
240 

taagtcatgt catcctcaca aggctgctgt gttttattac ctctgtttca ggtgcaagtc 
300 

atccccggga ggagtggtgg ggatgccgcc tgaccctggg ccacctggct gcagcatctg 
360 

tgttgatgac caccctcctg cctcaggctt tgctcctgaa tgttcttgct ctctaggtct 
420 

gtccgctcct ggccctgctc ttcttaact c cgttcaagcc ccctgggtca cacgtccatg 
480 

ctcatcactt caatgacgcg gatgctggcg atccccaaat ctcctaatcc aagtgcagat 

540 

ct 

542 
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<210> 2586 
< 211 > 122 
<212> PRT 

<213 > Homo sapiens 

<400> 2586 
Met Pro Ser Pro Ala 
1 5 

Lys Thr Arg Ala Thr 
20 

Leu Lys His His Ser 
35 

Pro Gin Arg Ala Lys 
50 

Leu Ser His Val lie 
65 

Ser Gly Ala Ser His 
85 

Leu Gly His Leii Ala 
100 

Gin Ala Leu Leu Leu 
115 

<210> 2587 
<2 11> 435 
<212> DNA 
<213 > Homo sapiens 

<400> 2587 

ncgaatatcc atgcagcgat" cccgggcgga atgctctcca acatggagtc ccagcttgag 
60 

gcccagggcg ctggagaccg catggatgag gtcatgaagg aggtgccgcg cgttcgtaag 
120 

gatgccggct acccgccgct ggtcaccccg tcgtcccaga tcgtgggaac ccaggcggtg 
180 

ttcaacgtct tgatgggcaa tggttcgtac aagaatctca ctgccgagtt tgccgacctc 
240 

atgctcggct actacggcaa gcccattggc gagctcaatc ctgagatcgt cgagatggcc 
300 

aagaagcaga ccggcaagga gccgatcgac tgccgtcccg ccgacttgct cgagcctgag 
360 

tgggatcagt tggtcgagca ggccaagagt cttgagggct tcgacggctc cgacgaggac 
420 

gttcttacca acgcg 
435 

<210> 2588 
< 2 1 1 > 145 
<212 > PRT 

<213 > Homo sapiens 
<400> 2588 

Xaa Asn lie His Ala Ala He Pro Gly Gly Met Leu Ser Asn Met Glu 


Lys 

Ser 

Pro Gly 

lie 

Ala 

Ser 

Leu 

Thr 

ASp 

Pro 




10 





15 


Pro 

Pro 

Arg 

Pro 

Leu 

Gly Thr Cys 

Ala 

Pro 

Ser 




25 





30 



Val 

Ser 

Pro 

Ser 

His 

Ala 

Phe 

Trp 

Ala 

Ser 

Ser 



40 





45 




Val 

Cys 

Glu 

His 

Phe 

Leu 

Ser 

Pro 

Leu 

Asn Gly 


55 





60 





Leu 

Thr 

Arg 

Leu 

Leu 

Cys 

Phe 

lie 

Thr 

Ser 

Val 

70 





75 





80 

Pro 

Arg 

Glu 

Glu 

Trp 

Trp Gly Cys 

Arg 

Leu 

Thr 





90 





95 


Ala 

Ala 

Ser 

Val 

Leu 

Met 

Thr 

Thr 

Leu 

Leu 

Pro 




105 





110 



Asn 

Val 

Leu 

Ala 

Leu 








120 
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1 5 10 15 

Ser Gin Leu Glu Ala Gin Gly Ala Gly Asp Arg Met Asp Glu Val Met 
20 25 30 

Lys Glu Val Pro Arg Val Arg Lys Asp Ala Gly Tyr Pro Pro Leu Val 
35 40 45 

Thr Pro Ser Ser Gin He Val Gly Thr Gin Ala Val Phe Asn Val Leu 
50 55 50 

Met Gly Asn Gly Ser Tyr Lys Asn Leu Thr Ala Glu Phe Ala Asp Leu 

65 70 75 80 

Met Leu Gly Tyr Tyr Gly Lys^Pro lie Gly Glu Leu Asn Pro Glu lie 

85 80 95 

Val Glu Met Ala Lys Lys Gin Thr Gly Lys Glu Pro lie Asp Cys Arg 
100 105 HO 

Pro Ala Asp Leu Leu Glu Pro Glu Trp Asp Gin Leu Val Glu Gin Ala 
115 120 125 

Lys Ser Leu Glu Gly Phe Asp Gly Ser Asp Glu Asp Val Leu Thr Asn 
130 135 140 

Ala 

145 

<210> 2589 
<211> 366 
<212> DNA 

<213 > Homo sapiens 
<400> 2589 

ccggcgaaga aggacatggc catggtcttc ggcgcgactc attacgtcga cccgacggcc 
60 

ggcgatccgg ttgagcagat cagagcgctg accaggggcc gcggcgtcga tttcgcgatc 
120 

gaggtcgtcg gcatcgtcga ggtcatggag caggcctact gggcggcgcg acgcggcggc 
180 

acgatcgtct acgtcggggc gctgggcatc gacgccaagc tggtcctgcc ggcgaacgac 
240 

ctgcacggcg gcgccaagac gatcatcggc tgcgccaacg gattgggcgc agtgcgcacc 
300 

gactatgcca agatgatctc gctggtcgag accggacggc tggacctggg cgggatgatc 
360 


acgcgt 

366 

<210> 2590 
< 211 > 122 

<212> PRT . / 

<213 > Homo sapiens 

<400> 2590 

Pro Ala Lys Lys Asp Met Ala Met val Phe Gly Ala Thr His Tyr 
15 10 I 5 

Asp Pro Thr Ala Gly Asp Pro Val Glu Gin lie Arg Ala Leu Thr 
20 25 30 

Gly Arg Gly Val Asp Phe Ala lie Glu Val Val Gly lie Val Glu 
35 40 45 

Met Glu Gin Ala Tyr Trp Ala Ala Arg Arg Gly Gly Thr lie Val 


Val 

Arg 

Val 

Tyr 
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50 55 60 

Val Gly Ala Leu Gly lie Asp Ala Lys Leu Val Leu Pro Ala Asn Asp 

65 70 75 80 

Leu His Gly Gly Ala Lys Thr lie He Gly Cys Ala Asn Gly Leu Gly 

85 80 55 

Ala Val Arg Thr Asp Tyr Ala Lys Met lie Ser Leu Val Glu Thr Gly 
100 105 HO 

Arg Leu Asp Leu Gly Gly Met lie Thr Arg 
115 120 

<210> 2591 
<211> 341 
<212> DNA 

<213> Homo sapiens 
<400> 2591 

acgcgtaaag gcatgacctc accttatcat cagggtcaca cgtgtgttat tctggggctg 
60 

agcagcccac gagttgtcca gcaccaggcc aggggtcagt cagcaatgag gacagctcct 
120 

tcctgctcca gggcaggccc tgggcagggc aatgctgggg acacggtggg gagtaggcca 
180 

cagcttctgt gggggagttc ctatggcagg aggatcatgc ccagcagcgt ggaagagcaa 
240 

ggggtgacco tgcactcgag gctcctggga agacggggag ggttgaggtt acatgaggga 
300 

gaggggtcag ttggtgcatt cacagaacag cagggtggcc a 
341 

<210> 2592 
<211> 109 
<212> PRT 

<213 > Homo sapiens 
<4 00> 2592 

Met Thr Ser Pro Tyr His Gin Gly His Thr Cys Val lie Leu Gly Leu 
1 5 10 15 

Ser Ser Pro Arg Val Val Gin His Gin Ala Arg Gly Gin Ser Ala Met 
20 25 30 

Arg Thr Ala Pro Ser Cys Ser Arg Ala Gly Pro Gly Gin Gly Asn Ala 
35 40 45 

Gly Asp Thr Val Gly Ser Arg Pro Gin Leu Leu Trp Gly Ser Ser Tyr 
50 55 60 . 

Gly Arg Arg lie Met Pro Ser Ser Val Glu Glu Gin Gly Val Thr Leu 

65 70 75 80 

His Ser Arg Leu Leu Gly Arg Arg Gly Gly Leu Arg Leu His Glu Gly 

85 90 95 

Glu Gly Ser Val Gly Ala Phe Thr Glu Gin Gin Gly Gly 
100 105 

<210> 2593 
<211> 501 
<212> DNA 

<213 > Homo sapiens 
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<4 00> 2593 

cgcgtaaggc caccagaaga tttttatgca cagattccgt tgcttcgaga gctaatttcg 
60 

gcgctttcat ggggttttat ggaggtggat gaatatgagg cggatgatat tatcggtacc 
120 

ttggcgcgcc aagcggatga agcgggggat tatatgactt atattgtgtc ttcggacctc 
180 

gatatgctgc aaatcgtaga tgaaaacacc aagatgtatc gaattctgcg gggattttcg 
240 

gatctcgagg agatggatac tccagcgatt gaagaaaaat atggaatctt gaagtcgcaa 
300 

tttttggacc tgaaggcgct gaagggggat aattcggata atattccagg cgtaccaggg 
360 

attggtgaga aaaccgcagt gaaactcttg aatgagtatg gtagcttgga ggggatttat 
420 

aatcatatca aggaaatttc gggggcgaca cagaagaaat tgattgctgg acgcgaatca 
480 

gctgagatgt ctcttaagct t 
501 

<210> 2594 
<211> 167 
<212> PRT 

<213 > Homo sapiens 
<400> 2594 , 


Arg 

Val 

Arg 

Pro 

Pro 

Glu 

Asp 

Phe 

Tyr 

Ala 

Gin 

lie 

Pro 

Leu Leu 

Arg 

1 




5 





10 




IS 


Glu 

Leu 

lie 

Ser 

Ala 

Leu 

Ser 

Trp 

Gly 

Phe 

Met 

Glu 

Val 

Asp Glu 

Tyr 




20 





25 





30 


Glu 

Ala 

Asp 

Asp 

lie 

lie 

Gly 

Thr 

Leu 

Ala 

Arg 

Gin 

Ala 

Asp Glu 

Ala 



35 





40 





45 



Gly Asp 

Tyr 

Met 

Thr 

Tyr 

lie 

Val 

Ser 

Ser 

Asp 

Leu 

Asp 

Met Leu 

Gin 


50 





55 





60 




He 

Val 

Asp 

Glu 

Asn 

Thr 

Lys 

Met 

Tyr 

Arg 

lie 

Leu 

Arg 

Gly Phe 

Ser 

65 





70 





75 




80 

Asp 

Leu 

Glu 

Glu 

Met 

Asp 

Thr 

Pro 

Ala 

lie 

Glu 

Glu 

Lys 

Tyr Gly 

lie 





85 





90 




95 


Leu 

Lys 

Ser 

Gin 

Phe 

Leu 

Asp 

Leu 

Lys 

Ala 

Leu 

Lys 

Gly Asp Asn 

Ser 




100 





105 





110 


Asp Asn 

lie 

Pro 

Gly 

Val 

Pro 

Gly 

lie 

Gly 

Glu 

Lys 

Thr 

Ala Val 

Lys 



115 





120 





125 



Leu 

Leu 

Asn 

Glu 

Tyr 

Gly 

Ser 

Leu 

Glu 

Gly 

lie 

Tyr 

Asn 

His He 

Lys 


130 





135 





140 




Glu 

lie 

Ser 

Gly 

Ala 

Thr 

Gin 

Lys 

Lys 

Leu 

lie 

Ala 

Gly Arg Glu 

Ser 

145 





150 





155 




160 

Ala 

Glu 

Met 

Ser 

Leu 

Lys 

Leu 










165 


<210> 2595 
<2ll> 928 
<212> DNA 

<213> Homo sapiens 
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<4 00 > 2595 

agatcttcca gatgcaacaa tgatcaatta agacacgcgg cgacatggtg gcccctgcct 
60 

caccccccag ggatacctgt aatacctgct tcccacttca tgggctacaa tctcatgctg 
120 

gtcacaattt ctggggctca ctcatataac accaacaaat gggatatttg tgaagaactt 
180 

cgcctgcggg agcttgaaga agtcaaggcc agagctgctc agatggaaaa gaccatgcgg 
240 

tggtggtcgg actgcactgc caactggaga gaaaaatgga gtaaagttcg agctgaaagg 
300 

aacagtgccg gaaaggaagg aagacaactc agaataaaac tagagatggc gatgaaagaa 
360 

tcggatccac tgaaacagaa acagagtttg ccacttcaga aggaggcatt agaagctaat 
420 

gttacccagg atctgaagct tcctggcttc gtagaagaat cctgtgaaca tacagaccaa 
480 

tttcaattga gttcacaaat gcatgagtct atcagagagt atttggtaaa aagacaattt 
540 

tctacaaagg aggacacaaa taataaggaa caaggtgtgg ttattgattc tctaaaatta 
600 

agtgaggaga tgaagcccaa tctagatggt gttgatttat tcaacaatgg tggttctgga 
660 

aacggtgaaa cgaaaactgg gctgagactg aaagcaataa atctgccttt ggaaaatgaa 
720 

gtaactgaaa tttcagcttt gcaggtgcat ttggatgaat tccaaaaaat cttatggaag 
780 

gaaagagaaa tgcgcacagc tttggaaaaa gaaatagaga gactggagtc ggctttgtct 
840 ' 

ctgtggaagt ggaagtatga agaactgaaa gaatcaaagc caaaaaatgt gaaagagttt 
900 

gacattcttc ttggtcaaca taatgatg 
928 

<210> 2596 
<211> 309 
<212> PRT 
<213> Homo sapiens 


<4 00> 2596 


Arg 

Ser 

Ser 

Arg 

Cys 

Asn 

Asn 

Asp 

Gin 

Leu 

Arg His 

Ala 

Ala 

Thr 

Trp 

1 




5 





10 





15 


Trp 

Pro 

Leu 

Pro 

His 

Pro 

Pro 

Gly 

He 

Pro 

Val 

lie 

Pro 

Ala 

Ser 

His 




20 





25 





30 



Phe 

Met 

Gly 

Tyr 

Asn 

Leu 

Met 

Leu 

Val 

Thr 

lie 

Ser 

Gly Ala 

His 

Ser 



35 





40 





45 




Tyr 

Asn 

Thr 

Asn 

Lys 

Trp 

Asp 

lie 

Cys 

Glu 

Glu 

Leu 

Arg 

Leu 

Arg 

Glu 


50 





55 





60 





Leu 

Glu 

Glu 

Val 

Lys 

Ala 

Arg 

Ala 

Ala 

Gin 

Met 

Glu 

Lys 

Thr 

Met 

Arg 

65 





70 





75 





80 

Trp 

Trp 

Ser 

Asp 

Cys 

Thr 

Ala 

Asn 

Trp 

Arg 

Glu Lys 

Trp 

Ser 

Lys 

Val 





85 





90 





95 


Arg 

Ala 

Glu 

Arg 

Asn 

Ser 

Ala 

Gly 

Lys 

Glu 

Gly Arg 

Gin 

Leu 

Arg 

lie 
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100 





105 





110 



Lys Leu 

Glu 

Met 

Ala 

Met 

Lys 

Glu 

Ser 

Asp 

Pro 

Leu 

Lys 

Gin 

Lys 

Gin 


115 





120 





125 




Ser Leu 

Pro 

Leu 

Gin 

Lys 

Glu 

Ala 

Leu 

Glu 

Ala 

Asn 

Val 

Thr 

Gin 

Asp 

130 





135 





140 





Leu Lys 

Leu 

Pro 

Gly 

Phe 

Val 

Glu 

Glu 

Ser 

Cys 

Glu 

His 

Thr 

Asp 

Gin 

145 




150 





155 





160 

Phe Gin 

Leu 

Ser 

Ser 

Gin 

Met 

His 

Glu 

Ser 

lie 

Arg 

Glu 

Tyr 

Leu 

Val 




165 





170 





175 


Lys Arg 

Gin 

Phe 

Ser 

Thr 

Lys 

Glu 

Asp 

Thr 

Asn 

Asn 

Lys 

Glu 

Gin 

Gly 



180 





185 





190 



Val Val 

He 

Asp 

Ser 

Leu Lys 

Leu 

Ser 

Glu 

Glu 

Met 

Lys 

Pro 

Asn 

Leu 


195 





200 





205 




Asp Gly 

Val 

Asp 

Leu 

Phe 

Asn 

Asn 

Gly 

Gly 

Ser Gly 

Asn 

Gly 

Glu 

Thr 

210 





215 





220 





Lys Thr 

Gly 

Leu 

Arg 

Leu 

Lys 

Ala 

lie 

Asn 

Leu 

Pro 

Leu 

Glu 

Asn 

Glu 

225 




230 





235 





240 

Val Thr 

Glu 

lie 

Ser 

Ala 

Leu 

Gin 

Val 

His 

Leu 

Asp 

Glu 

Phe 

Gin 

Lys 




245 





250 





255 


lie Leu 

Trp 

Lys 

Glu 

Arg 

Glu 

Met 

Arg 

Thr 

Ala 

Leu 

Glu 

Lys 

Glu 

lie 



260 





265 





270 



Glu Arg 

Leu 

Glu 

Ser 

Ala 

Leu 

Ser 

Leu 

Trp 

Lys 

Trp 

Lys 

Tyr 

Glu 

Glu 


275 





280 





285 




Leu Lys 

Glu 

Ser 

Lys 

Pro 

Lys 

Asn 

Val 

Lys 

Glu 

Phe 

Asp 

lie 

Leu 

Leu 


290 295 300 

Gly Gin His Asn Asp 
305 


<210> 2597 
<211> 631 
<212> DNA 

<213> Homo sapiens 
<400> 2597 

ccatgggtgg gaatgcaaga gacacactct agacttacta gaggagcaag agcaggactt 
60 

ggctgcacct gcagctgagg gttagcagga attaggagat aacagtagaa tagggctaga 
120 

ctgaaaaggc ctttgatgcc aggttaggaa atttacattt tatccacaaa atccaaatcc 
180 

tcctttaata atgagatgtc tttacaagtt tttgggcaag agtggtatgg ctgacctggt 
240 

gtcctgggaa ggaactgtgt ggggatggtg tgcaggactt- acctagggtg ggaaaggcac 
300 

aagcagcatg gggctgtggc agctaccaga ggtaaaggga catttcaggg aaagacttgg 
360 

caggacaaga ccttccttgg atggatggat gaataccaga aacagggacc caagagaaag 
420 

gccgagtttc atagggagag aagatgggtc atgtatgagg catgttgagc ttgtactgat 
480 

ggtgagacgt ccagtcgaca gtactaccca ctggccagtg agaaatgtgg gaccagggtt 
540 

caggaggaaa ctggggccgg aaatgagcat ttggaaggcg ccagggtgga agcgggtggt 
600 
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tcactccacg agtgctattt cacttacgcg t 
€31 

<210> 2598 
<211> 108 
<212> PRT 

<213> Homo sapiens 
<400> 2598 

Met Gly Leu Trp Gin Leu Pro Glu Val Lys Gly His Phe Arg Glu Arg 
1 5 10 15 

Leu Gly Arg Thr Arg Pro Ser Leu Asp Gly Trp Met Asn Thr Arg Asn 
20 25 30 

Arg Asp Pro Arg Glu Arg Pro Ser Phe lie Gly Arg Glu Asp Gly Ser 
35 40 45 

Cys Met Arg His Val Glu Leu Val Leu Met Val Arg Arg Pro Val Asp 
50 55 60 

Ser Thr Thr His Trp Pro Val Arg Asn Val Gly Pro Gly Phe Arg Arg 

65 70 75 80 

Lys Leu Gly Pro Glu Met Ser lie Trp Lys Ala Pro Gly Trp Lys Arg 

85 90 95 

Val Val His Ser Thr Ser Ala He Ser Leu Thr Arg 
100 105 

<210> 2599 

<211> 356 

<212> DNA 

<213 > Homo sapiens 

< 4 0 0 > 2599 

nagatcttat acagggacgt gatgttggag aactactgga accttgtttc tctgggactg 
60 

tgtcattttg atatgaatat tatctccatg ttggaggaag ggaaagagcc ctggactgtg 
120 

aagagctgtg tgaaaatagc aagaaaacca agaacgcggg aatgtgtcaa aggcgtggtc 
180 

acagatatcc ctcctaaatg tacaatcaag gatttgctac caaaagagaa gagcagtaca 
240 

gaagcagtat tccacacagt ggtgttggaa agacacgaaa gccctgacat tgaagacttt 
300 

tccttcaagg aaccccagaa aaatgtgcat gattttgagt gtcaatggag agatgn 
356 

<210> 2600 
<211> 118 
<212 > PRT 

<213> Homo sapiens 
<400> 2600 

Xaa lie Leu Tyr Arg Asp Val Met Leu Glu Asn Tyr Trp Asn Leu Val 
15 10 15 

Ser Leu Gly Leu Cys His Phe Asp Met Asn lie lie Ser Met Leu Glu 
20 25 30 

Glu Gly Lys Glu Pro Trp Thr Val Lys Ser Cys Val Lys lie Ala Arg 
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35 40 45 

Lys Pro Arg Thr Arg Glu Cys Val Lys Gly Val Val Thr Asp lie Pro 
50 55 60 

Pro Lys Cys Thr lie Lys Asp Leu Leu Pro Lys Glu Lys Ser Ser Thr 

65 70 75 80 

Glu Ala Val Phe His Thr Val Val Leu Glu Arg His Glu Ser Pro Asp 

85 90 95 

lie Glu Asp Phe Ser Phe Lys Glu Pro Gin Lys Asn Val His Asp Phe 
100 105 110 

Glu Cys Gin Trp Arg Asp 
115 

<210> 2601 

<211> 329 

<212> DNA 

<213 > Homo sapiens 

<400> 2601 

gcgccgatca tgatctacgg cgacgacgtc acccacctgc tcaccgaaga aggcatcgcc 
60 

tacttgtaca aggcgcgttc cctggaagag cgccaagcga tgatcgccgg cggtggtggg 
120 

gtcaccgcct tcggcttgcg ccacaacccc aaggacactg cgcgcatgcg ccgcgaaggc 
180 

ttgatcgcct tgcccgaaga cctcggtatc cgccgcaccg acgccacccg cgaactgttg 
240 

gccgccaaga gcgtggccga cctggtggag tggtccggtg gcttgtgcaa cccgcccgcc 
300 

aagttcagga gctggtaaat gcgcgccct 
329 


<210> 2602 
<211> 105 
<212> PRT 

<213 > Homo sapiens 
<400> 2602 


Ala 

Pro 

He 

Met 

He 

Tyr 

Gly 

Asp 

l 




5 




Glu Gly 

lie 

Ala 

Tyr 

Leu 

Tyr 

Lys 




20 





Ala 

Met 

lie 

Ala 

Gly 

Gly 

Gly 

Gly 



35 





40 

Asn 

Pro 

Lys 

Asp 

Thr 

Ala 

Arg 

Met 


50 





55 


Pro 

Glu 

Asp 

Leu 

Gly 

lie 

Arg 

Arg 

65 





70 



Ala 

Ala 

Lys 

Ser 

Val 

Ala 

Asp 

Leu 





85 




Asn 

Pro 

Pro 

Ala 

Lys 

Phe 

Arg 

Ser 




100 






Asp 

Val 

Thr 

His 

Leu 

Leu 

Thr 

Glu 


10 





15 


Ala 

Arg 

Ser 

Leu 

Glu 

Glu 

Arg 

Gin 

25 





30 



Val 

Thr 

Ala 

Phe 

Gly Leu 

Arg 

His 





45 




Arg 

Arg 

Glu Gly 

Leu 

He 

Ala 

Leu 




60 





Thr 

Asp 

Ala 

Thr. 

Arg 

Glu 

Leu 

Leu 



75 





80 

Val 

Glu 

Trp Ser Gly Gly 

Leu 

Cys 


90 





95 


Trp 








105 









<210> 2603 
<211> 423 
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<212> DNA 

<213 > Homo sapiens 

<400> 2603 

tcatgatcca ttgctctacc ctttacggtt gtgcacctac 
60 

gcatcggttc ggtggtaccg aggtcgagga cttccttcac 
120 

ggttgtggta agtggtcagg tgggccacga tctgggcact 
180 

agctctggtt accctgagcg gtcgccgaca cgacacggtc 
240 

tctcggagat gatcgcgtaa ccttcattgt cgtagaggat 
300 

gcttgatctc cttggcagtg aagatgattt ccatcggggt 
360 

cggagctggt ggtcacctgg gtggaatcca ggtcatccgg 

420 

egg 

423 

<210> 2604 

<211> 103 

<212> PRT 

<213 > Homo sapiens 

<400 > 2604 


Met 

Glu 

He 

lie 

Phe Thr 

Ala 

Lys 

Glu 

lie 

Lys 

1 




5 




10 


Cys 

Lys 

He 

Leu 

Tyr Asp 

Asn 

Glu Gly 

Tyr 

Ala 




20 




25 



Gly 

Leu 

val 

Ser 

Gly Val 

Asp 

Arg 

Val 

Val 

Ser 



35 




40 




Asn 

Gin 

Ser 

Phe 

Asp Phe 

Thr 

Glu 

Val 

lie 

Ser 


50 




55 





His 

Leu 

Thr 

Thr 

Tyr His 

Asn 

Leu 

Pro 

Ser 

Ala 

65 




70 





75 

Glu 

Val 

Leu 

Asp 

Leu Gly 

Thr 

Thr 

Glu 

Pro 

Met 





85 




90 


Leu 

Gly val 

Gly 

Ala Gin 

Pro 








100 








<210> 2605 

<211> 354 

<212 > DNA 

<213 > Homo sapiens 

<400> 2605 

ngggagggag ggcatgtcaa aagcgactgt atccagaggg 
60 

aaacatatgt ggcaaacagc ggggggaggg gatctcacca 
120 

tttgeatget gggacctgtt ccactttcaa aatgtgtcat 
180 


gcccaggtcg gtggtcagga 
gccgttgttc geggagggea 
gatcacctcg gtgaaatcga 
cacaccggag accagaccga 
cttgcacgca tegatgatge 
gttggccgac agatactgac 
aaccgggttc aggttgtccg 


Arg lie He Asp Ala 
15 

lie lie Ser Glu lie 
30 

Ala Thr Ala Gin Gly 
45 

Ala Gin lie Val Ala 
60 

Asn Asn Gly Val Lys 
80 

Leu Leu Thr Thr Asp 
95 


tttgatttaa acatttttca 
acgtttttct ccacttcttc 
tttggaagga aagggaggaa 
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caactacttg aaaggaatac acgtcagtat gagccctttc tcctcagcag aaggttgccc 
240 

caaagtacct cctctgaggc gagagaaagg agagaggagg agagacagct ttcatcaaat 
300 

ggggcaccca ggactctagg gagagaggca cgttctcaca aaggcccttt gage 
354 

<210> 2606 
< 2 11 > 101 
<212 > PRT 

<213> Homo sapiens 
<400 > 2606 

Met Ser Lys Ala Thr Val Ser Arg Gly Phe Asp Leu Asn lie Phe Gin 
1 5 10 15 

Asn He Cys Gly Lys Gin Arg Gly Glu Gly lie Ser Pro Thr Phe Phe 
20 25 30 

Ser Thr Ser Ser Leu His Ala Gly Thr Cys Ser Thr Phe Lys Met Cys 
35 40 45 

His Phe Gly Arg Lys Gly Arg Asn Asn Tyr Leu Lys Gly lie His Val 
50 55 60 

Ser Met Ser Pro Phe Ser Ser Ala Glu Gly Cys Pro Lys Val Pro Pro 

65 70 75 80 

Leu Arg Arg Glu Lys Gly Glu Arg Arg Arg Asp Ser Phe His Gin Met 

85 90 95 

Gly His Pro Gly Leu 
100 

<210> 2607 
<211> 297 
<212> DNA 

<213> Homo sapiens 
<400> 2607 

tgatcaagaa caatgatacg atatcctaac caacagagga agcaacggaa gttgttgttg 
60 

tttttatgct gttttttttt tttgagaacg gatcttgccc ctgcccccag geeggaatgg 
120 

atgacatgga cagaaccccg tcggaaaaaa geeggaatgt gcaaacccaa attcccacca 
180 

cacgggggcc ctaacaattg gatccatccc cnaaaaaanc cntnncaaaa aaagntaaaa 
240 

actttttttt ttttaaannn anacccccaa aaaaaccaaa aaaaaaaatt taaaaaa 
297 

<210> 2608 
<211> 95 
<212 > PRT 

<213 > Homo sapiens 
<4 00> 2608 

Met lie Arg Tyr Pro Asn Gin Gin Arg Lys Gin Arg Lys Leu Leu Leu 
15 10 15 

Phe Leu Cys Cys Phe Phe Phe Leu Arg Thr Asp Leu Ala Pro Ala Pro 
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20 




25 




30 



Arg 

Pro 

Glu 

Trp 

Met 

Thr 

Trp 

Thr Glu 

Pro Arg 

Arg 

Lys 

Lys 

Ala Gly 



35 





40 



45 




Met 

Cys 

Lys 

Pro 

Lys 

Phe 

Pro 

Pro His 

Gly Gly Pro 

Asn 

Asn 

Trp 

He 


50 





55 



60 





His 

Pro 

Xaa 

Lys 

Xaa 

Pro 

Xaa 

Gin Lys 

Lys Xaa 

Lys 

Thr 

Phe 

Phe 

Phe 

65 





70 



75 





80 

Leu 

Xaa 

Xaa 

Xaa 

Pro 

Gin 

Lys 

Asn Gin 

Lys Lys 

Lys 

Phe 

Lys 

Lys 






85 




90 




95 



<210> 2609 
<211>. 305 
<212> DNA 

<213 > Homo sapiens 
<400> 2609 

ncgccatcgg catgatgtca ggcaaagatg atcctggcat ggcaaaggta tacggttttg 
60 

ttgacacgtc cctgacgatc cctatccgct catctggaga cccatgcgtt ccttggaccc 
120 

caattgccta cgaaaaaatt ttttttttcc cccccaaaaa acaccccccc ctcgcatctg 
180 

tgaaagttct acctcggggt cgtcatctcg gctgtcatcg tcggcaaatc actcagctgg 
240 

ccgtaccctt cgtcatcgcc cgggccaccg acctcgacgg cncagcgtgc acggcaacga 

300 

ccacc 

305 

<210> 2610 
<211> 98 
<212> PRT 

<213 > Homo sapiens 


<400 > 2610 


Met 

Met 

Ser 

Gly 

Lys 

Asp 

Asp 

Pro Gly 

Met 

Ala 

Lys 

val 

Tyr 

Gly 

Phe 

l 




5 





10 





15 


Val 

Asp 

Thr 

Ser 

Leu 

Thr 

lie 

Pro 

lie 

Arg 

Ser 

Ser Gly Asp 

Pro 

Cys 




20 





25 





30 



Val 

Pro 

Trp 

Thr 

Pro 

lie 

Ala 

Tyr 

Glu 

Lys 

lie 

Phe 

Phe 

Phe 

Pro 

Pro 



35 





40 





45 




Lys 

Lys 

His 

Pro 

Pro 

Leu 

Ala 

Ser 

Val 

Lys 

Val 

Leu 

Pro 

Arg 

Gly 

Arg 


50 





55 





60 





His 

Leu 

Gly 

Cys 

His 

Arg 

Arg 

Gin 

lie 

Thr 

Gin 

Leu 

Ala 

Val 

Pro 

Phe 

65 





70 





75 





80 

Val 

lie 

Ala 

Arg 

Ala 

Thr 

Asp 

Leu Asp 

Gly 

Xaa 

Ala 

Cys 

Thr 

Ala 

Thr 





85 





90 





95 



Thr Thr 


<210> 2611 
<2ll> 342 
<212> DNA 

<213> Homo sapiens 
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<400> 2611 

gccgccgcga tcgacggcga ctcctcgacc agctgggtgt ccagctcgct gcaaaccgct 
60 

gtggggcaat ggcttcaggt ggacttcgac catccggtga ccaacgcgac catcaccctg 
120 

acgcccagcg ccaccgctgt cggagctcag gtgcgccgcg tcgaggtggc aacagccaac 
180 

ggcaccagca caattcgctt cgaccagccc ggcaagccgc tgacggcggc gctgccctac 
240 

ggcgagacct catgggtccg gttcaccgcg accggcaccg acgacggctc ccccggcgtg 
300 

cagttcggca tcaccgactt ctccgtgacg cagtacgacg eg 
342 

<210> 2612 
<211> 114 . 

<212> PRT 

<213> Homo sapiens 


<400> 2612 


Ala 

Ala 

Ala 

lie Asp Gly Asp 

Ser 

Ser 

Thr 

Ser 

Trp 

Val 

Ser 

Ser 

Ser 

1 




s 





10 





15 


Leu 

Gin 

Thr 

Ala 

Val 

Gly Gin 

Trp 

Leu 

Gin 

Val 

Asp 

Phe 

Asp 

His 

Pro 




20 





25 





30 



Val 

Thr 

Asn 

Ala 

Thr 

He 

Thr 

Leu 

Thr 

Pro 

Ser 

Ala 

Thr 

Ala 

Val 

Gly 



35 





40 





45 




Ala 

Gin 

Val 

Arg Arg 

Val 

Glu 

Val 

Ala 

Thr 

Ala 

Asn Gly 

Thr 

Ser 

Thr 


50 





55 





60 





lie 

Arg 

Phe 

Asp 

Gin 

Pro 

Gly Lys 

Pro 

Leu 

Thr 

Ala 

Ala 

Leu 

Pro 

Tyr 

65 





70 





75 





80 

Gly 

Glu 

Thr 

Ser 

Trp 

Val 

Arg 

Phe 

Thr 

Ala 

Thr 

Gly Thr 

Asp 

Asp 

Gly 




85 





90 





95 


Ser 

Pro 

Gly 

Val 

Gin 

Phe 

Gly 

lie 

Thr 

Asp 

Phe 

Ser 

Val 

Thr 

Gin 

Tyr 




100 





105 





110 




Asp Ala 


<210> 2613 
<211> 414 
<212> DNA 

<213> Homo sapiens 
<400> 2613 

acgcgtgtgg gttgtgcaca gggcatggct gctctggaca ggcctgggcc ctgggcatca 
60 

ttctcctcct ccaaaaggtg agggtctgac ctaatggtac tttgtctgat gttttccaga 
120 

tatgccccta ctgggaaggg ccaagtgggc aggeagagte tggggtggag cgaggtgggg 
180 

ctgggaagca ctcctgcttt tctgctgccc cagaacgaat gcaagttctg gcagcttctc 
240 

ctcctcctgg gaggaggaaa ggagggctcg cctccaggtc teaggetgag ggagtgggct 
300 
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ggagaccctc tagatggcca gcagaggctg gcctctgtga gaaggcttcc ttgcgtgact 
360 

ctggggcccc tcccaggctc tcctcgtggc aggcagggac ttgggccagc atgg 
414 

<210> 2614 
<211> 107 
<212> PRT 

<213 > Homo sapiens 
<4 00> 2614 


Met 

Val 

Leu 

Cys 

Leu 

Met 

Phe 

Ser 

Arg 

Tyr 

Ala 

Pro 

Thr 

Gly 

Lys 

Gly 

1 




5 





10 





15 


Gin 

Val 

Gly 

Arg 

Gin 

Ser 

Leu 

Gly 

Trp 

Ser 

Glu 

Val 

Gly 

Leu 

Gly 

Ser 




20 





25 





30 



Thr 

Pro 

Ala 

Phe 

Leu 

Leu 

Pro 

Gin 

Asn 

Glu 

Cys 

Lys 

Phe 

Trp 

Gin 

Leu 



35 





40 





45 




Leu 

Leu 

Leu 

Leu 

Gly 

Gly 

Gly 

Lys 

Glu 

Gly 

Ser 

Pro 

Pro 

Gly 

Leu 

Arg 


50 





55 





60 





Leu Arg 

Glu 

Trp 

Ala 

Gly 

Asp 

Pro 

Leu 

Asp 

Gly Gin 

Gin 

Arg 

Leu 

Ala 

65 





70 





75 





80 

Ser 

Val 

Arg 

Arg 

Leu 

Pro 

Cys 

Val 

Thr 

Leu 

Gly Pro 

Leu 

Pro 

Gly 

Ser 





85 





90 





95 


Pro Arg 

Gly 

Arg 

Gin 

Gly 

Leu 

Gly 

Pro 

Ala 

Trp 









100 





105 









<210> 2615 
<211> 394 
<212> DNA 

<213> Homo sapiens 
<4 00> 2615 

nnngccgccg ccctcggccg cagcgcgctt cttttgcgcn ncgacgtcag ccagaaggcg 
60 

gacgtcgacg ccatgctgaa ggaaacgctg gcccagttcg gccacatcga tatcctcgtc 
120 

aacaatgcgg gcgtcacgca tgcggccgat ttcctcgacg tgtgcgaaga cgatttcgac 
180 

cgggtcatgc gcattaacct gaaatcgatg ttcctgtgcg gccaggccgc ggcgcgcgag 
240 

atggtcaagc gcaacagcgg ctgcatcatc aacatgtcca gcgtgaatgc ggaactggcc 
300 

attccgaacc aggtgccgta cgtggtgtcg aaaggcgcca tcaaccagct gaccaaggtc 
360 

atggccttga acctggcgcc gcacggtgcg cgct 
394 

<210> 2616 
<211 > 131 
<212 > PRT 

<213 > Homo sapiens 
<400> 2616 

Xaa Ala Ala Ala Leu Gly Arg Ser Ala Leu Leu Leu Arg Xaa Asp Val 
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1.5 10 15 

Ser Gin Lys Ala Asp Val Asp Ala Met Leu Lys Glu Thr Leu Ala Gin 
20 25 30 

Phe Gly His He Asp lie Leu Val Asn Asn Ala Gly Val Thr His Ala 
35 . 40 45 

Ala Asp Phe Leu Asp Val“ Cys Glu Asp Asp Phe Asp Arg Val Met Arg 
50 55 60 

lie Asn Leu Lys Ser Met Phe Leu Cys Gly Gin Ala Ala Ala Arg Glu 

65 70 75 80 

Met Val Lys Arg Asn Ser Gly Cys lie lie Asn Met Ser Ser Val Asn 

85 90 95 

Ala Glu Leu Ala lie Pro Asn Gin Val Pro Tyr Val Val Ser Lys Gly 
100 105 110 

Ala lie Asn Gin Leu Thr Lys Val Met Ala Leu Asn Leu Ala Pro His 
115 120 125 

Gly Ala Arg 
130 

<210> 2617 
<211> 513 
<212> DNA 

<213 > Homo sapiens 
<400> 2617 

naccggttgg catcatgctc acagcactgg gggttccctt ctttcttttc ctcctcagaa 
60 

agacattgtg agatgggaaa tatcatggaa acacctatac tttccggctc ccacttgaac 
120 

gtcaccttgg gaaatcacaa gattctcaat gacgtctccg tatcattcca agcgggagtt 
180 

atgcacgcca tacttggccc caacggttct gggaagacca ccctggtacg cacgttatgc 
240 

ggagccctct cccccgagtc gggg^gcgtc aaattcgatg gaacggatct atccacgatg 
300 

tccgcatcct gtatcgcgcg tcgtattgcg atcgtctggc agagcgcgac cgctccctct 
360 

gacctcaccg tacgtcacct cgttggctac gggagatatg cccacacacc gtggtggcag 
420 

ataagggaca ccagcgccga cagccatgtg gaacaagcaa tggagctggc cgatgtcacg 
480 

tgcttcgccg atcgacgcgt caccactctc tea 
513 

< 210 > 2618 
<211> 171 
<212> PRT 

<213> Homo sapiens 
<400> 2618 

Xaa Arg Leu Ala Ser Cys Ser Gin His Trp Gly Phe Pro Ser Phe Phe 
15 10 15 

Ser Ser Ser Glu Arg His Cys Glu Met Gly Asn lie Met Glu Thr Pro 
20 25 30 

lie Leu Ser Gly Ser His Leu Asn Val Thr Leu Gly Asn His Lys lie 
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35 40 45 

Leu Asn Asp Val Ser Val Ser Phe Gin Ala Gly Val Met His Ala lie 
50 55 60 

Leu Gly Pro Asn Gly Ser Gly Lys Thr Thr Leu Val Arg Thr Leu Cys 

65 70 75 80 

Gly Ala Leu Ser Pro Glu Ser Gly Ser Val Lys Phe Asp Gly Thr Asp 

85 90 95 

Leu Ser Thr Met Ser Ala Ser Cys lie Ala Arg Arg He Ala lie Val 
100 105 110 

Trp Gin Ser Ala Thr Ala Pro Ser Asp Leu Thr Val Arg His Leu Val 
115 120 125 

Gly Tyr Gly Arg Tyr Ala His Thr Pro Trp Trp Gin lie Arg Asp Thr 
130 135 140 

Ser Ala Asp Ser His Val Glu Gin Ala Met Glu Leu Ala Asp Val Thr 

145 150 " 155 160 

Cys Phe Ala Asp Arg Arg Val Thr Thr Leu Ser 

165 170 

<210> 2619 

<211> 348 

<212 > DNA 

<213> Homo sapiens 

<400> 2619 

nnaaatttcg acgaccttga ggttttcctc aagctgttgc cgcgttcggc anccggggaa 
60 

cggatgaacc cgtacaactc ggtgtggagc ggtgtgaccg acggtgacgg gccgcaggaa 
120 

cagcacgtca ttttccttga taacggtcgt accgacgtgc ttgccgacac ccttggtcgc 
180 

gaagtgttgc ggtgcatccg gtgtgcttcg tgtatcaata tctgcccggt ttacgagcgg 
240 

gcgggcggtc acccttacgg ctcggtgtac cccgggccga ttggtgcggt gctcaatccg 
300 

cagctgcggg gcgtggagca tcccgtcgat cgtggtctgc catacgcg 
348 

<210 > 2620 
<211> 116 
<212> PRT 

<213> Homo sapiens 
<4 00> 2620 

Xaa Asn Phe Asp Asp Leu Glu Val Phe Leu Lys Leu Leu Pro Arg Ser 
15 10 15 

Ala Xaa Gly Glu Arg Met Asn Pro Tyr Asn Ser Val Trp Ser Gly Val 
20 25 10 
Thr Asp Gly Asp Gly Pro Gin Glu Gin His Val lie Phe Leu Asp Asn 
35 40 45 

Gly . Arg Thr Asp Val Leu Ala Asp Thr Leu Gly Arg Glu Val Leu Arg 
50 55 60 
Cys lie Arg Cys Ala Ser Cys lie Asn lie Cys Pro Val Tyr Glu Arg 

65 70 75 80 

Ala Gly Gly His Pro Tyr Gly Ser Val Tyr Pro Gly Pro lie Gly Ala 
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85 90 

Val Leu Asn Pro Gin Leu Arg Gly Val Glu His 
100 105 

Leu Pro Tyr Ala 
115 

<210> 2621 

<211> 1485 

<212> DNA 

<213> Homo sapiens 

<400> 2621 

acgcgtgcag gtaaaccaga ggccgtgtga ccagctcagt 
60 

ttacttttaa aaattacttg ttcccccaaa ttgttgagtg 
120 

ttttctttcc ctgttttgat tttgctgaag ggagaggtgg 
180 

ctcctggcat ccgtggggag gatttgctgg tggtggcttc 
240 

tcactgcccc gtctgtccaa ggcctcccct tcccctttgc 
300 

ctccttggcc gcttactgga agggcgtttt tcagagctgc 
360 

aagggctagg agggaagccg gcccccgctc tgcagaagct 
420 

tttcagcctc agttggttgc. accgttagcc cctctcctcc 
480 

acattagaga ataaacagcc acacacacat ttttttttcc 
540 

atatgaaaag gccagaagga ggagcaaggg ctgttttctg 
600 

tgcagttgtc attgtcttct ccaccgggct gttcccattt 
660 

cctcctccct ccactccttg ggagcccagg tggtccttgg 
720 

gaagccaacc accttggaga ttttttttct tgaatttcgc 
780 

agataaaaag cagctcaaga gaccttatct tagggatgag 
840 

catctgagtg attgtcagtg taaggccttt taaaacaaaa 
900 

tggtcaaaat tcatctcttt ctttaagccc atcaactccc 
960 

gttacctaag cttgctattc atccaaatca ttttctagag 
1020 

agtagctgtg tatgaataaa tattacctgt ctacctcaaa 
1080 

ttctgtacaa ccgtgtgtta tcacagtgca gttttaagtg 
1140 

tttcctgtgt ggcggaataa gaaaggatnt aacagttaca 
1200 

attaaatcac agttcagatg aaactgaata tcattgtaat 
1260 


95 

Pro Val Asp Arg Gly 
110 


gctggtttac 

ccgccgtttg 

tggtggttag 

gggctcatgc 

tggtgggagg 

agggacaggg 

gcatttcagc 

cggatggtca 

tttaaaacag 

gagtggttga 

atttcctgtg 

ccaccattca 

tgttttcttc 

aaaaacatgc 

gcaagttctt 

aggacggttt 

tcactgtata 

atacacatac 

taacngttga 

agcctccaaa 

aatctcataa 


ggaacaactc 

gtttcctatg 

gatcagagct 

ccagacacac 

agctcgtgtg 

tgagcagctg 

tgaatctgtg 

tgtttttgtc 

taacttggaa 

ggtgttgtcc 

gaactgaatc 

ggctttccaa 

tgcttccttt 

atattaattc 

tgttaggaat 

gagttactca 

agggtctatg 

tgctgaagca 

acttaggcat 

ttcagataaa 

tatatatttg 


1863 



WO 00/58473 


PCT/US00/08621 


taacttgnta gctatctttg aaatcactgn actttgcaat ggtgctaagc tgatagattt 
1320 

aaatacacag acgggcgagt ggcgcccgtg tcgatgtctt cagccagtgg tgaccctgct 
1380 

tttgtaaccg cgttaacctg acaaaacctc agcagcagaa gtccctattt ttctaggagt 
1440 

ttatcgtgca gacagtcttc actacaggac tcggccctgg ggccc 
1485 

<210> 2622 
<211> 83 
<212 > PRT 

<213 > Homo sapiens 


<400> 2622 


Met 

Phe 

Ser 

Phe 

Pro 

Val 

Leu 

lie 

Leu 

Leu 

Lys 

Gly Glu 

Val 

Val 

Val 

1 




5 





10 





15 


Val 

Arg 

He 

Arg 

Ala 

Leu 

Leu 

Ala 

Ser 

Val 

Gly 

Arg 

lie 

Cys 

Trp 

Trp 




20 





25 





30 



Trp 

Leu 

Arg 

Ala 

His 

Ala 

Gin 

Thr 

His 

Ser 

Leu 

Pro 

Arg 

Leu 

Ser 

Lys 


35 





40 





45 




Ala 

Ser 

Pro 

Ser 

Pro 

Leu 

Leu 

Val 

Gly Gly 

Ala 

Arg 

Val 

Leu 

Leu 

Gly 


50 





55 





60 





Arg 

Leu 

Leu 

Glu 

Gly Arg 

Phe 

Ser 

Glu 

Leu 

Gin 

Gly Gin 

Gly Glu 

Gin 

65 





70 





75 





80 

Leu 

Lys 

Gly 















<210> 2623 
<211> 3524 
< 212> DNA 


<213 > Homo 
<400> 2623 

sapiens 





nggatccgaa 

60 

gcgacggcgg 

120 

ttcgcggccg 

cgtcgactgg 

agaggacggc 

gttattttta 

ttaactggag 

ctgcggcggc 

ggcgggacoo 

ccaggcctcc 

tccggggtat 

gaaaatcggc 

agtgggttcc 

180 

tgagtggcgg 

cggaggtacc 

ggcagtagcg 

gtggtagcgg 

ctccggcggc 

ggtggtagtg 

240 

gcggcggcgg 

cggcggcggc 

agcagcggca 

ggagggcaga 

gatggaaccc 

acctttcccc 

300 

agggtatggt 

tatgttcaac 

caccgtcttc 

ccccggtcac 

cagcttcacc 

cggccggcgg 

360 

ggtcggccgc 

ccctcccccg 

caatgcgtgt 

tatcctcctc 

tacctccgca 

gccccggccg 

420 

ctgagccccc 

ccctccgcca 

gccccggaca 

tgactttcaa 

gaaggagccg 

gcggcgtcag 

480 

ccgcggcctt 

cccctcgcag 

aggacctcct 

gggggttcn 

gcagtctttg 

gttagcatca 

540 

aacaggagaa 

acccgcggat 

cctgaggagc 

agcagtccca 

ccaccaccat 

caccaccacc 

600 

actatggggg 

gctgttcgct 

ggagctgaag 

agaggtctcc 

aggcctagga 
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ggcggtgaag gggggagtca 
660 

cagcagcaac cagcccagca 
720 

gaccaccatg gcactgagga 
780 

aagccagaat ctcagggaat 
840 

ttggttggag atggagaagg 
900 

cactgtagtg ctgctttccg 
960 

ggagaaagac ctttccagtg 
1020 

cagagacatg agaaaattca 
1080 

aagtttattc agaagtacca 
1140 

tataagtgtg acacttgcca 
1200 

cgcacatgtg gtgaagtcat 
1260 

cataccaata tgggtaatct 
1320 

aaaacaaagt caaaaagcat 
1380 

gaatcgcaaa tttcaaataa 
1440 

tcttccagtg gaggcataat 
1500 

ttgatcttta agaaaggaag 
1560 

ccattaccag acatagtagg 
1620 

atagtatcaa ataatagtgt 
1680 

ggtcagataa gtagtaatta 
1740 

ccaactgcca gcagcaacag 
1800 

tctgtcattc agtctgcagg 
1860 

gactcctcag ctctaaatgc 
1920 

gaggttttac aaagtatttt 
1980 

cctttcaata ttgcagaacc 
2040 

gttcaagaag aaaatttgag 
2100 

ttgcaagaat actccaaata 
2160 

actcttggac acggtttcca 
2220 


cggcgtcatc caggacctca 
ccaccgtgac gtattactca 
gccaaagcag gacactaatg 
caaagccaag aggaagccaa 
tgccatcctc tccccaagtc 
aagctcctat cacctgcgga 
cagccagtgt agtatgggtt 
tagtagagag aagccatttg 
tatggagaga cacaagagga 
acagtatttt tcaaggactg 
agttaaagga gccactagtg 
ggctgtgttg tctcagggaa 
agctattgaa aataaggaac 
tataaacatg cagagttact 
tggcactgga atagatgaac 
cagaaagaat acagataaaa 
acagaaatcc ttgtctggaa 
ggagaccatt ggtcttctcc 
tgatgatgcc atgcagtttt 
tgccttttct ataaacgtag 
tgtcagtgtt ttggacaatg 
tgaaattaaa tcttgtcatg 
ggatcaatac tccaacaaat 
acgagtggat ttacacacct 
cccaggcacc caaacacctt 
cctccaacag gcttttgaaa 
atttgtcagt ttgtcttcac 


gtattctcca ccagcatgtc 
gcagcagtag caggactgat 
tcaaaaaggc aaaaaggcca 
gtgcatcttc caaaccttct 
agaaacctca tatctgtgat 
gacatgtcct cattcataca 
tcattcagaa atacctacta 
gatgtgatca gtgcagcatg 
cacatagtgg agaaaagcca 
atagattgtt gaagcacagg 
cagaacctgg gtcatcaaac 
atacaagttc ttcaaggaga 
agaagaccgg taaaacaaat 
cagtagaaat gcctaccgtg 
tgcagaagag ggtgccaaaa 
actaccttaa ctttgtgtca 
aaccaagtgg ctcacttggc 
aaagtacaag tggcaaacaa 
caaagaaaag aagatattta 
gacacatggt ctcccaacag 
aggcaccatt gtcacttatt 
acaagtctgg aattcctgat 
cagaaagcca gaaagaggat 
caggagaaca ctcagaattg 
caaatgataa agcaagtatg 
aatccactaa tgcaagtttt 
ctctccacaa ccacactttg 


1865 



WO 00/58473 


PCT/US00/08621 


tttccagaaa aacaaatata cactacgtct cctttggagt gtggtttcgg ccaatctgtt 
2280 

acctcagtgt tgccatcttc attgccaaag cctccttttg ggatgttgtt tggatctcag 
2340 

ccaggtcttt atttgtctgc tttggatgct acacatcagc agttgacacc ttcccaggag 
2400 

ctggatgatc tgatagattc tcagaagaac ttagagactt catcagcctt ccagtcctca 
2460 

tctcagaaat tgactagcca gaaggaacag aaaaacttag agtcttcaac aggctttcag 
2520 

attccatctc aggagttagc tagccagata gatcctcaga aagacataga gcctagaaca 
2580 

acgtatcaga ttgagaactt tgcacaagcg tttggttctc agtttaagtc gggcagcagg 
264 0 

gtgccaatga cctttatcac taactctaat ggagaagtgg accatagagt aaggacttca 
2700 

gtgt'cagatt tctcagggta tacaaatatg atgtctgatg taagtgagcc atgtagtaca 
2760 

agagtaaaga cacccaccag ccagagttac aggtaaggtc ccaaaagtgg ccaggctgga 
2820 

ggtcttctaa tgtaattttg ttttattttg agaacactgc cattggaatg tttctacacg 
2880 

atcctattaa gaataatgtg atgccctttc aatgcaactt ttcatattta gtttattttg 
2940 

ttagcgtgat tttagctctg tttgtattat gatttttaat caaaatcaat agattaaaaa 
3000 

tagtttgaca ttcaaagtga caatgtttag caatcaaatt tacatgtata gatcgtcagg 
3060 

gaatagccca aatgttttaa acgcaaaaaa aaagacaaaa aaaaaccaaa aaaaaaaaac 
3120 

ctacaaaaaa aactttgttg ctaggattaa ggttattcta attgctttac tctcaggaaa 
3180 

gtgtaataac gcatgggaat tctgtacgtt atcactgtaa tggaatatcc aatttacaga 
3240 

tagtatgata tacatttcat catttaagta agggatcgaa aacatttcaa attgctctat 
3300 

ctgggctgat agacatttcg tcatttaagt aagggatcga agacatttca aattgctatc 
3360 

tccatctggg ctgatccaaa attctgagat tgttggctac ctatattttg ttgcagcttt 
3420 

taaatgtact ctgaacttcc aaaccacatt cattccagcc tggtagaaca aatattcttg 
3480 

gatctttgat caaagcctgg aatgatagct ttaatacaaa aaaa 
3524 

<210> 2624 
<211> 895 
<212> PRT 

<213 > Homo sapiens 
<400> 2624 

Met Lys lie Gly Ser Gly Phe Leu Ser Gly Gly Gly Gly Thr Gly Ser 
15 10 15 

Ser Gly Gly Ser Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Gly 
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Gly 

Gly Ser 

20 

Ser 

Gly 

Arg 

Gly 

Met 

35 

Val 

Met 

Phe 

Asn 

Arg 

50 

Pro 

Ala 

Gly 

Ser 

Ala 

65 

Ser 

Thr 

Ser 

Ala 

Ala 

70 

Pro 

Asp 

Met 

Thr 

Phe 

85 

Lys 

Lys 

Ser 

Gin 

Arg 

100 

Thr 

Ser 

Trp 

Gin 

Glu 

115 

Lys 

Pro 

Ala 

Asp 

His 

130 

His 

His 

His 

Tyr 

Gly 

145 

Pro 

Gly Leu 

Gly 

Gly 

150 

Gly 

Leu 

Ser 

lie 

Leu 

165 

His 

Gin 

Arg 

Asp 

val 

180 

Leu 

Leu 

Ser 

Thr 

Glu 

195 

Glu 

Pro 

Lys 

Gin 

Lys 

210 

Pro 

Glu 

Ser 

Gin 

Gly 

225 

Ser 

Lys 

Pro 

Ser 

Leu 

230 

Val 

Ser 

Gin 

Lys 

Pro 

245 

His 

lie 

Ser 

Tyr 

His 

260 

Leu 

Arg 

Arg 

Phe 

Gin 

275 

Cys 

Ser 

Gin 

Cys 

Gin 

290 

Arg 

His 

Glu 

Lys 

lie 

305 

Gin 

Cys 

Ser 

Met 

Lys 

310 

Phe 

Arg 

Thr 

His 

Ser 

325 

Gly 

Glu 

Tyr 

Phe 

Ser 

340 

Arg 

Thr 

Asp 

Glu 

Val 

355 

lie 

Val 

Lys 

Gly 

His 

370 

Thr 

Asn 

Met 

Gly 

Asn 

385 

Ser 

Ser 

Arg 

Arg 

Lys 

390 

Thr 

Glu 

Gin 

Lys 

Thr 

405 

Gly 

Lys 

Asn 

Met 

Gin 

420 

Ser 

Tyr 

Ser 

Gly 

He 

435 

lie 

Gly 

Thr 

Gly 


25 


Arg 

Ala 

40 

Glu 

Met 

Glu 

Pro 

His 

55 

Arg 

Leu 

Pro 

Pro 

Val 

60 

Ala 

Pro 

Pro 

Pro 

Gin 

75 

Cys 

Ala 

Ala 

Glu 

Pro 

90 

Pro 

Pro 

Glu 

Pro 

Ala 

105 

Ala 

Ser 

Ala 

Gly 

Phe 

120 

Leu 

Gin 

Ser 

Leu 

Pro 

135 

Glu 

Glu 

Gin 

Gin 

Ser 

140 

Gly 

Leu 

Phe 

Ala 

Gly 

155 

Ala 

Glu 

Gly 

Gly Ser 
170 

His 

Gly 

His 

val 

Gin 

185 

Gin 

Gin 

Pro 

Ser 

Ser 

200 

Ser Arg 

Thr 

Asp 

Asp 

215 

Thr 

Asn 

Val 

Lys 

Lys 

220 

lie 

Lys 

Ala 

Lys 

Arg 

235 

Lys 

Gly 

Asp 

Gly Glu 
250 

Gly 

Ala 

Cys 

Asp 

His 

265 

Cys 

Ser 

Ala 

His 

Val 

280 

Leu 

lie 

His 

Thr 

Ser 

295 

Met 

Gly Phe 

lie 

Gin 

300 

His 

Ser 

Arg 

Glu 

Lys 

315 

Pro 

lie 

Gin 

Lys 

Tyr 

330 

His 

Met 

Lys 

Pro 

Tyr 

345 

Lys 

Cys 

Asp 

Arg 

Leu 

360 

Leu 

Lys 

His 

Arg 

Ala 

375 

Thr 

Ser 

Ala 

Glu 

Pro 

380 

Leu 

Ala 

Val 

Leu 

Ser 

395 

Gin 

Lys 

Ser 

Lys 

Ser 

410 

lie 

Ala 

Thr 

Asn 

Glu 

425 

Ser 

Gin 

lie 

Val 

Glu 

440 

Met 

Pro 

Thr 

Val 

lie 

Asp 

Glu 

Leu 

Gin 

Lys 
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Thr 

30 

Phe 

Pro 

Gin 

45 

Thr 

Ser 

Phe 

Thr 

Val 

Leu 

Ser 

Ser 

Pro 

Pro 

Ala 

80 

Pro 

Ala 

Ala 

95 

Phe 

Pro 

Val 

110 

Ser 

lie 

Lys 

125 

His 

His 

His 

His 

Glu 

Glu 

Arg 

Ser 

Val 

lie 

160 
Gin Asp 

Ala 

Glri 

175 

His 

His 

Asp 

190 

His 

His 

Gly 

205 

Ala 

Lys 

Arg 

Pro 

Pro 

Ser 

Ala 

Ser 

lie 

Leu 

Ser 

240 

Pro 

Ala 

Phe 

255 

Arg 

Ser 

Gly 

270 

Glu 

Arg 

Pro 

285 

Lys 

Tyr 

Leu 

Leu 

Phe 

Gly 

Cys 

Asp 

Glu 

Arg 

His 

320 

Lys 

Thr 

Cys 

335 

Gin 

Gin 

Arg 

350 

Thr 

Cys 

Gly 

365 

Gly 

Ser 

Ser 

Asn 

Gly 

Asn 

Thr 

Ser 

lie 

Glu 

Asn 

400 

Lys 

Ser 

Asn 

415 

Asn 

lie 

Ser 

430 

Ser 

ser Gly 

445 

Arg 

Val 

Pro 

Lys 
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450 





455 





460 





Leu 

lie 

Phe 

Lys 

Lys 

Gly 

Ser 

Arg 

Lys 

Asn 

Thr 

Asp 

Lys 

Asn 

Tyr 

Leu 

470 





475 





480 






Asn 

Phe 

Val 

Ser 

Pro 

Leu 

Pro 

Asp 

lie 

Val 

Gly 

Gin 

Lys 

Ser 

Leu 

Ser 





485 





490 





4 95 


Gly Lys 

Pro 

Ser 

Gly Ser 

Leu 

Gly 

lie 

Val 

Ser 

Asn 

Asn 

Ser 

Val 

Glu 




500 





505 





510 



Thr 

lie 

Gly 

Leu 

Leu 

Gin 

Ser 

Thr 

Ser 

Gly 

Lys 

Gin 

Gly 

Gin 

lie 

Ser 



515 





520 





525 




Ser 

Asn 

Tyr 

Asp Asp Ala 

Met 

Gin 

Phe 

Ser 

Lys 

Lys 

Arg 

Arg 

Tyr 

Leu 


530 





535 





540 





Pro 

Thr 

Ala 

Ser 

Ser 

Asn 

Ser 

Ala 

Phe 

Ser 

lie 

Asn 

Val 

Gly 

His 

Met 

545 





550 





555 





560 

Val 

Ser 

Gin 

Gin 

Ser 

Val 

He 

Gin 

Ser 

Ala 

Gly 

Val 

Ser 

Val 

Leu 

Asp 





565 





570 





575 


Asn 

Glu 

Ala 

Pro 

Leu 

Ser 

Leu 

lie 

Asp 

Ser 

Ser 

Ala 

Leu 

Asn 

Ala 

Glu 




580 





585 





590 



He 

Lys 

Ser 

Cys 

His 

Asp 

Lys 

Ser 

Gly 

lie 

Pro 

Asp 

Glu 

Val 

Leu 

Gin 



595 





600 





605 




Ser 

lie 

Leu 

Asp 

Gin 

Tyr 

Ser 

Asn 

Lys 

Ser 

Glu 

Ser 

Gin 

Lys 

Glu 

Asp 


610 





615 





620 





Pro 

Phe 

Asn 

lie 

Ala 

Glu 

Pro 

Arg 

Val 

Asp 

Leu 

His 

Thr 

Ser Gly 

Glu 

625 





630 





635 





640 

His 

Ser 

Glu 

Leu 

Val 

Gin 

Glu 

Glu 

Asn 

Leu 

Ser 

Pro 

Gly 

Thr 

Gin 

Thr 





645 





650 





655 


Pro 

Ser 

Asn 

Asp 

Lys 

Ala 

Ser 

Met 

Leu 

Gin 

Glu 

Tyr 

Ser 

Lys 

Tyr 

Leu 




660 





665 





670 



Gin 

Gin 

Ala 

Phe 

Glu 

Lys 

Ser 

Thr 

Asn 

Ala 

Ser 

Phe 

Thr 

Leu Gly 

His 



675 





680 





685 




Gly Phe 

Gin 

Phe 

Val 

Ser 

Leu 

Ser 

Ser 

Pro 

Leu 

His 

Asn 

His 

Thr 

Leu 


690 





695 





700 





Phe 

Pro 

Glu 

Lys 

Gin 

lie 

Tyr 

Thr 

Thr 

Ser 

Pro 

Leu 

Glu 

Cys Gly 

Phe 

705 





710 





715 





720 

Gly Gin 

Ser 

Val 

Thr 

Ser 

Val 

Leu 

Pro 

Ser 

Ser 

Leu 

Pro 

Lys 

Pro 

Pro 





725 





730 





735 


Phe Gly 

Met 

Leu 

Phe 

Gly 

Ser 

Gin 

Pro 

Gly 

Leu 

Tyr 

Leu 

Ser 

Ala 

Leu 




740 





745 





750 



Asp 

Ala 

Thr 

His 

Gin 

Gin 

Leu 

Thr 

Pro 

Ser 

Gin 

Glu 

Leu 

Asp 

Asp 

Leu 


755 





760 





765 




lie 

Asp 

Ser 

Gin 

Lys 

Asn 

Leu 

Glu 

Thr 

Ser 

Ser 

Ala 

Phe 

Gin 

Ser 

Ser 


770 





775 





780 





Ser 

Gin 

Lys 

Leu 

Thr 

Ser 

Gin 

Lys 

Glu 

Gin 

Lys 

Asn 

Leu 

Glu 

Ser 

Ser 

785 





790 





795 





800 

Thr Gly 

Phe 

Gin 

lie 

Pro 

Ser 

Gin 

Glu 

Leu 

Ala 

Ser 

Gin 

lie Asp 

Pro 





805 





810 





815 


Gin 

Lys 

Asp 

lie 

Glu 

Pro 

Arg 

Thr 

Thr 

Tyr 

Gin 

lie 

Glu 

Asn 

Phe 

Ala 



820 





825 





830 



Gin 

Ala 

Phe 

Gly Ser 

Gin 

Phe 

Lys 

Ser 

Gly 

Ser 

Arg 

Val 

Pro 

Met 

Thr 



835 





840 





845 




Phe 

lie 

Thr 

Asn 

Ser 

Asn 

Gly 

Glu 

Val 

Asp 

His 

Arg 

Val 

Arg 

Thr 

Ser 


850 





855 





860 





Val 

Ser 

Asp 

Phe 

Ser Gly 

Tyr 

Thr 

Asn 

Met 

Met 

Ser 

Asp 

Val 

Ser 

Glu 

865 





870 





875 





880 

Pro Cys 

Ser 

Thr 

Arg Val 

Lys 

Thr 

Pro 

Thr 

Ser 

Gin 

Ser 

Tyr Arg 
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865 

<210> 2625 

<211> 1398 

<212> DNA 

<213 > Homo sapiens 

<4 00> 2625 

nttctgactc cagcagggac tcacaagtct 
60 

caccacgaga aacgcctctt ttgcagcagt 
120 

ttgtgggaag tatagggcgg caagcggagg 
180 

agtcgaggtt ttcgggcttg taccgcttgg 
240 

tttctgtgtt tgttctctgc cctgccaagg 
300 

ctctccgagg agccgcacgc cggcggcacc 
360 

gcctaccgtg ggggccactt aaccatccgc 
420 

ttctaccgca ttgtggctgc tcacaacaag 
480 

ctgggctcct atgatccatt gcccaacagt 
540 

gacaggatcc gtcattggat tggctgcggg 
600 

ctgggtcttg ctggcttttt ccctctgcat 
660 

cgaaggaaac gggcacgtga agtcctgtta 
720 

gatacagagg ctacagaaac ataaatgagc 
780 

ggtcaaggtc cttttgaaac actgcagcga 
840 

aatggagtat cctgagttgc ccttgctctt 
900 

gatttgttct tgtgtgactt agagctgggt 
960 

tcttgggata gac^gtggct atgggaggat 
1020 

ggacaacttt acaatttact ggcttccaag 
1080 

attcatggcc cattcagatc ttcatgttca 
1140 

ttaattgatt tttgtaattg gaggtttata 
1200 

tttttttttg agacggagtc ttgttctgtt 
1260 

attgttccac tacagtccag cctgggtgac 
1320 

ttggctagag cataataatt tgattttctg 
1380 


890 895 


gagagggatc gccccgccac tcccacaaga 
ttaaggtacg ttaggggtca ccgtgttgca 
aggcgtggcg agcggatcat ccgcttccgg 
cggtgcggcc tggtgtcggc ttgcaggttc 
ccgtagagct ggtgcgtgcg ggtagcgggg 
atggtccacc tcactactct cctctgcaag 
cttgccctgg gtggctgcac caatcggccg 
tgtcccaggg atggccgttt cgtagagcag 
catggagaaa aactcgttgc cctcaaccta 
gcccacctct ctaagcctat ggaaaagctt 
cctatgatga tcacaaatgc tgagagactg 
gcttctcaga aaacagatgc agaagctaca 
tgactttagt gagcatagca gtgggaacaa 
tcttaatttt gttagatttg gagttcaata 
ctggcctggc ctgcacaggg cccagggaga 
gtgggtacta attagctttt ttcgactttg 
tggacttttg agttgggctc tgggtctctt 
acttcctgct tcaaaacccc cagccagact 
tcccacaagt gcaagaacag ttaacctttc 
ttgtcttgcc taatgcatat tctctttttt 
gccaggaggc cgatgctgca gtgaactgtg 
agagaaaaga aaaagaaaac attacataat 
gtttttgaaa atctgagttg caataaaagg 
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atatttcagt gtgcgaaa 
1398 

<210> 2626 
<211> 137 
<212> PRT 

<213> Homo sapiens 
<400> 2626 


Met 

Val 

His 

Leu 

Thr 

Thr 

Leu 

Leu 

Cys 

Lys 

Ala 

Tyr 

Arg 

Gly Gly His 

1 




5 





10 




15 


Leu 

Thr 

lie 

Arg 

Leu 

Ala 

Leu 

Gly Gly 

Cys 

Thr 

Asn 

Arg 

Pro Phe 

Tyr 




20 





25 





30 


Arg 

He 

Val 

Ala 

Ala 

His 

Asn 

Lys 

Cys 

Pro Arg Asp Gly Arg Phe 

Val 



35 





40 





45 



Glu 

Gin 

Leu 

Gly 

Ser 

Tyr Asp 

Pro 

Leu 

Pro 

Asn 

Ser 

His 

Gly Glu Lys 


50 





55 





60 




Leu 

Val 

Ala 

Leu 

Asn 

Leu Asp 

Arg 

lie 

Arg 

His 

Trp 

lie 

Gly Cys 

Gly 

65 





70 





75 




80 

Ala 

His 

Leu 

Ser 

Lys 

Pro 

Met 

Glu 

Lys 

Leu 

Leu 

Gly Leu 

Ala Gly 

Phe 





85 





90 




95 


Phe 

Pro 

Leu 

His 

Pro 

Met 

Met 

lie 

Thr 

Asn 

Ala 

Glu 

Arg 

Leu Arg 

Arg 




100 





105 





110 


Lys 

Arg 

Ala 

Arg 

Glu 

Val 

Leu 

Leu 

Ala 

Ser 

Gin 

Lys 

Thr 

Asp Ala 

Glu 



115 





120 





125 



Ala 

Thr 

Asp 

Thr 

Glu 

Ala 

Thr 

Glu 

Thr 








130 





135 










<210> 2627 

<211> 320 

<212> DNA 

<213> Homo sapiens 

<4 00> 2627 

acgcgtgaag gggtggtgga atgcacaaaa aaaacacctt gaaggagtgc ctttctcttg 
60 

acccagagga acgaaagaaa gctgagtcac aaataaacaa ttctgccgtg gaaatgcagg 
120 

tgcagtcagc cctagccttt ttgggaacag agaatgatgt tgaactgaag ggggcgctag 
180 

•atttagaaac ctgtgagaag caagatataa tgccagaagt ggacaagcag tctggttcgc 
240 

cagaaagccg agtagaaaac acactgaaca tacatgaaga tttagattag gttaaactca 
300 

ttgaatatta cctgacttag 
320 

<210> 2628 
<211> 90 
<212> PRT 
<213> Homo sapiens 

<4 00> 2628 

Met Phe Ser Val Phe Ser Thr Arg Leu Ser Gly Glu Pro Asp Cys Leu 
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1 5 10 15 

Ser Thr Ser Gly lie lie Ser Cys Phe Ser Gin Val Ser Lys Ser Ser 
20 25 30 

Ala Pro Phe Ser Ser Thr Ser Phe Ser Val Pro Lys Lys Ala Arg Ala 
35 40 4S 

Asp Cys Thr Cys lie Ser Thr Ala Glu Leu Phe lie Cys Asp Ser Ala 
50 55 60 

Phe Phe Arg Ser Ser Gly Ser Arg Glu Arg His Ser Phe Lys Val Phe 
65 70 75 80 

Phe Leu Cys lie Pro Pro Pro Leu His Ala 
85 90 

<210> 2629 

<211> 650 

<212> DNA 

<213 > Homo sapiens 

<4 00> 2629 

acgcgtgaag ggtctacagg cagtgagtga aggccaggag cagggcccag gccaggcacg 
60 

accaccgagg ggatgaactt cacagtgggt ttcaagccgc tgctagggga tgcacacagc 
120 

atggacaacc tggagaagca gctcatctgc cccatctgcc tggagatgtt ctccaaacca 
180 

gtggtgatcc tgccctgcca acacaacctg tgccgcaaat gtgccaacga cgtcttccag 
240 

gtgggtgcca gggacgggca gggccaggta aagcaatgca gacctgtggg ggactgatca 
300 

ggtcagagct gagaccccag aaggtgatgg atagagtgct ctctgaggtg ggtggtggct 
360 

gttgtggctg gagagcagaa gggctggggt ccaagcaaat cccagagcaa gcatgagtcn 
420 

agcagctgcc ctgcaggctg gcaggtacag cctgtgcata gacggcagct ggagtgctgg 
4 80 

gatctaccaa ggaaagtaga ccctgtggaa actgggaggg agggtatccc acaccgggct 
540 

ttataagagc ctgtgccaga ctctgcattc cagtttggag tttcagactt cgagagcatt 
600 

gtggaaaata cggagaaaag attaatgaga taatgaaacg ttaaaaaaaa 
650 

<2 10> 2630 
<211> 58 
<212> PRT 

<213> Homo sapiens 
<4 00> 2630 

Met Asp Asn Leu Glu Lys Gin Leu lie Cys Pro He Cys Leu Glu Met 
15 10 15 

Phe Ser Lys Pro Val Val lie Leu Pro Cys Gin His Asn Leu Cys Arg 
20 25 30 

Lys Cys Ala Asn Asp Val Phe Gin Val Gly Ala Arg Asp Gly Gin Gly 
35 40 45 

Gin Val Lys Gin Cys Arg Pro Val Gly Asp - 
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50 55 

<210> 2631 
<211> 5124 
<212 > DNA 

<213 > Homo sapiens 
<400> 2631 

caagatattg aaaggctaat acatcagagt 
60 

gataacccaa attacaccat tccagaagag 
120 

gagtctggga atctgcgcaa agtaattcaa 
180 

aactcagaca taaacagcaa tcattatcat 
240 

cgaccaggtg ttgcttacag gtttaacatc 
300 

aattatggta tgcaaccact catgtattcg 
360 

tggattcgta tggggactga catttgttac 
420 

gctgcaggtg ggcaaaaggg aaaatcctac 
480 

cataaagatg atgtttgcta ctttgcttat 
540 

atgcatcttc aaaaattgga atcagcacac 
6 00 

gtgttatgtg aaaccctgtc tggaaacagc 
660 

gagtctaatt attatgaaca tatctgccat 
720 

gctcgggtac atcctggaga aactaatgca 
780 

ctcatgagca ataaccccac tgctcagagc 
840 

cctatgttaa atccagatgg tgtcatcaat 
900 

gatttgaata ggcagtggca aagtccaagt 
960 

aaggggctgt tgcaatactt ggctgcagtg 
1020 

catggccatt cccgaaagaa gaatgtattt 
1080 

tggcatacca atgataatgc aacttcatgt 
1140 

ttgcctaaga tactgagcca tatcgcccca 
1200 

gtggaaaaat ctaaagaatc cacagcacgt 
1260 

agaagttata ccacggagag tactttatgt 
1320 

cagattggta cccgagaact ggaagagatg 
1380 


gatatcatag atcgtgtggt atatgacttg 
ggagatattt tgaaatttaa ctccaaattt 
attagaaaaa atgaatatga tcttattctg 
cagtggtttt actttgaagt cagtggaatg 
attaactgtg aaaagtccaa cagtcagttt 
gttcaggaag cattaaatgc cagaccatgg 
tataaaaatc atttctcaag aagttcagtt 
tatacaatta catttactgt caattttcca 
cactatccat atacgtattc aactttacag 
aatcctcagc aaatctattt tcggaaagat 
tgccccttgg tgactataac agcaatgcca 
ttcagaaatc gcccttacgt tttcttgtct 
agttgggtta tgaaaggaac gttggaatat 
ttactagaat cttatatttt taaaattgtc 
ggaaatcatc gctgttcttt aagtggagag 
ccggatttac atcctacaat ttaccatgct 
aagcgtttac ccttggttta ttgtgattat 
atgtatggtt gcagcatcaa agagacagtg 
gatgttgtgg aggatacggg atacaggaca 
gcattttgca tgagcagctg tagcttcgta 
gttgtagttt ggagggaaat aggagtacaa 
ggctgtgatc agggaaaata caagggttta 
ggagcaaaat tttgtgttgg tcttttacgt 
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ttgaaaagac tgacctctcc 
1440 

aatgatttaa ttgaatcaag 
1500 

gatgaacctc gattccttga 
1560 

attgagttgg ctgaaaatgt 
1620 

gactctgaat tatcaagaac 
1680 

aagaataaat gaaatatctt 
1740 

acagagctga ctcaaaaaga 
1800 

tgtgttatta attaatgata 
1860 

atgtagcatt gaatgatcaa 
1920 

gcatgaattt ttatctccct 
1980 

ttcagaatat aaaattgaaa 
2040 

atatatgtac atggatttct 
2100 

agactgttct tcagaatcat 
2160 

cttgaaacca ttacattcta 
2220 

gcattcattt tgtcatcttc 
2280 

gaatgtgata aaaacccaga 
2340 

gggattacag gcgtgcgcca 
2400 

gggttttagc cctcttgctg 
2460 

ttgactttgg ataagtgttt 
2520 

gatacctcat tgcagatttt 
2580 

tcactttttc ctatagtgtt 
2640 

aattttgcat ggtccaaatc 
2700 

gtgtagattc tttctgatgt 
2760 

aaaaggggtc tttttcccta 
2820 

actgtgaagt tgaactagtc 
2880 

tttaggaagg aaagtaatca 
2940 

tttgtatatt ttatgtataa 
3000 


attggagtat aatctgcctt 
ctgcaaagta actagcccta 
agaagttgat tacagtgcag 
aggagattat gaaccttctg 
atacctacct tgagcccgct 
ggtttttatt tcccaggaag 
caaaaagtaa cttgggccag 
aaattggcgc ttgttttatt 
atattggatt tacctttaaa 
atggttatat cctgcatcaa 
ttttagagtt gttgaaaatc 
atagatgtgt ttgtttagaa 
gttaactatt gggttgtgac 
catttaccaa attaaacaaa 
tttaaccagc tcagattatt 
attggacaca gtgataaaaa 
ccgtgcctgg ctaaatcctt 
caagaatgac tttattttta 
taagaactaa gtttctgata 
cgccaggatt caggtgctta 
tttaacctgt tataattgga 
aatgattttt ctttttaata 
ttggggagcc atgtttaaaa 
gcctaattct tactaatctc 
ctcttagtgt agtaaccaaa 
tttatttaat tatttataat 
aacaattaca tgttttatta 


ccagcctgct tgactttgaa 
ccacttatgt cttggatgaa 
aaagtaatga tgagttagat 
ctcaagaaga agtactttct 
gccatctctt gttaactgca 
cttgagagaa atgagtttat 
tttggtttca agataataaa 
ttcgatattc aatgcacttt 
aaaaaaacct gagtatcatt 
gtggataatt ttgaagtgtg 
ctgacttgtt gaaaactaat 
gtgggtagat attgcagata 
tgaagtagtc cagggtttgc 
taaaaactgt attaaatgtt 
tgatgtatag aactttgtga 
gttgttttta agaaagtgct 
tcttgtaatg aaacctacct 
aataaaataa agcaaatcca 
taataaaaca acctccaaaa 
ggttttggca catatcttcc 
atgatagaga tgtatttcag 
tgtaaagtat ttcattaaca 
atgtagtatg gagcaattga 
agaaaacaaa gatcaaatag 
tttaggaaag atcaggataa 
tataaacaat tattttatgt 
tagttatact tcttcagaga 
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gtagattatg gagccaccat gtccatacag ttagttgttc cttggtattc ttggattgat 
3060 

tccaggaccc cccacagtta cccaaatcca cagatgctga agtctctgat ataaaatgga 
3120 

gtagtatttg catttaacct atggacatcc tcctgtatgc tttaaatcat ctctagatta 
3180 

cttataatac ctaatacaat ataaatataa atgctctgta aatagtttta ttgtatagtg 
3240 

tgtgtgtgtg ttttaagaga cgaggactca caatgggaca ctttgaccag gctggtctcg 
3300 

aactcctggg cctacacaat cctcccacct cggcgtcgca agtagctggg actacaggta 
3360 

ctcaccacta tgcctggcag ttttttaaat ttgcgttttt aaaaattgtt tattatttat 
3420 

tgaatatttt ctacctgaga ttgacttaat ctgtggatat ggaacctata gatatggagg 
3480 

gctggctgta tatgaatttg tttttggctt ttacaaaatt agaaattaaa agtaactaca 
3540 

gttactataa tgtgcagaat gactcaaata tttccattta ttatgttagt gtaaaaactc 
3600 

ctaactacgt attataatat tttatattaa tgaagtactt tagcatacat tatgagcctg 
3660 

aataaagctt tttattaaat attcacaaga ttgaaggaga aattctttat agttaggaaa 
3720 

tgattttttc ataaacaata aatagctttg aaaatataaa aaaaaattta gggctgggtg 
3780 

cagaggctca tgcctgtagt cccagcactc tgagaggccg aggcgggtgg atcacttgag 
3840 

gtgaggagtt caagatcagc atggccaaca tggtgaaact ccacctccac gaaaaataca 
3900 

aaaattagcc aggcatggtg gcatgcgcct gtaatcctag ctacttgggt ggctgaggca 
3960 

tgagactcac ttgaacctgg gaggcagagg ttgcagcagt gagccgagat caagccgctg 
4020 

cactccagct ggggcgacaa agcaagactg tctcaaaaaa taaaaacaaa aaaattaaaa 
4080 

taaaatccta actttcctag ttagaaatat aattaacttt tattggctat tagtagctaa 
4140 

aattgccctt atttttgctt ctgtggcctc attttttttc tcggttattc agtatttaaa 
4200 

ttatggctta gatgtcttca atgctatagt cctgaaaatt aatgatctac gttgtgcagc 
4260 

agtgatggga tctgataaac tgagtctgat gatggagttt agatttattt cctttacctt 
4320 

gcatttggaa ctttgaatct cttaaatgtg gttttggtct agtccactgg ttctcacgtt 
4380 

gtaatgtgca tcagaatctt ctgaagacac agattgctga ttatgtagac ctggggtgga 
4440 

ggtccaagaa tgtgcattcc ttgcaaattc ccaggtggtg atgctgcaga gccacacttt 
4500 

gagaatcact agtataatcc agtatgctct tccagcatca caccttcctt cctgagaatc 
4560 

acaggagttg tgaactgcag attagcattg gggagaattt agatcaaact aatttgtaga 
4620 
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atcaaggagg tcaagtaagg tcacaggggc acttgggttg agccagggtt ttagcccagg 
4680 

tcttctgaca actgcctcat gtccttacca caaaggagct gctatccttt gcctttcccc 
4740 

aaagagtgaa gactgcttaa agctcaagga tctttcttga atttgtgaaa tttgttcagg 
4800 

caaggtgaaa agcaaaaacc tatggttcac attgactttt tgtattgatc attgtctttt 
4860 

gaagacagga agtatgatca gtctctgcca cttgtgctag tttttgtgtg gtgtttagaa 
4920 

acatgggcat ttgtctggat cctaattaca aataagtaac ctagaattct cttcagatag 
4980 

tgcactaaca gcaatgaatc tattctaaat ttcaaatatc caaattaaaa tgactgtatt 
5040 

agcataagta ctgaaatgga taatacaata aatgtattaa tggaattgtt tttgtgcatg 
5100 

atacagaaat aaatgatagt aacg 
5124 

<210> 2632 

<211> 550 

<212> PRT 

<213> Homo sapiens 


<400> 2632 


Gin Asp 

lie Glu Arg 

Leu 

lie 

His 

Gin 

Ser 

Asp 

lie 

lie 

Asp Arg 

Val 

1 * 



5 





10 





15 


val 

Tyr 

Asp Leu Asp 

Asn 

Pro 

Asn 

Tyr Thr 

lie 

Pro 

Glu 

Glu Gly 

Asp 



20 





25 





30 



lie 

Leu 

Lys Phe 

Asn 

Ser 

Lys 

Phe 

Glu 

Ser 

Gly Asn 

Leu 

Arg 

Lys 

Val 



35 




40 





45 




He 

Gin 

lie Arg 

Lys 

Asn 

Glu 

Tyr Asp 

Leu 

lie 

Leu 

Asn 

Ser Asp 

lie 


50 




55 





60 





Asn 

Ser 

Asn His 

Tyr 

His 

Gin 

Trp 

Phe 

Tyr 

Phe 

Glu 

Val 

Ser Gly 

Met 

65 




70 





75 





80 

Arg 

Pro 

Gly Val 

Ala 

Tyr 

Arg 

Phe 

Asn 

lie 

lie 

Asn 

Cys 

Glu Lys 

Ser 




85 





90 





95 


Asn 

Ser 

Gin Phe 

Asn 

Tyr Gly 

Met 

Gin 

Pro 

Leu 

Met 

Tyr 

Ser 

Val 

Gin 



100 





105 





110 



Glu 

Ala 

Leu Asn 

Ala 

Arg 

Pro 

Trp 

Trp 

lie 

Arg 

Met 

Gly 

Thr 

Asp 

lie 



115 




120 





125 




Cys 

Tyr 

Tyr Lys 

Asn 

His 

Phe 

Ser 

Arg 

Ser 

Ser 

Val 

Ala 

Ala Gly 

Gly 


130 




135 





140 





Gin 

Lys 

Gly Lys 

Ser 

Tyr Tyr Thr 

lie 

Thr 

Phe 

Thr 

Val 

Asn 

Phe 

Pro 

145 




150 





155 





160 

His 

Lys 

Asp Asp Val 

Cys 

Tyr 

Phe 

Ala Tyr 

His 

Tyr Pro 

Tyr 

Thr 

Tyr 




165 





170 





175 


Ser 

Thr 

Leu Gin 

Met 

His 

Leu 

Gin 

Lys 

Leu 

Glu 

Ser 

Ala 

His 

Asn 

Pro 



180 





185 





190 



Gin 

Gin 

He Tyr 

Phe 

Arg 

Lys 

Asp 

Val 

Leu 

Cys Glu 

Thr 

Leu 

Ser 

Gly 



195 




200 





205 




Asn 

Ser 

Cys Pro 

Leu 

Val 

Thr 

lie 

Thr 

Ala 

Met 

Pro 

Glu 

Ser 

Asn 

Tyr 


210 




215 





220 





Tyr Glu 

His lie 

Cys 

His 

Phe 

Arg Asn Arg 

Pro 

Tyr Val 

Phe 

Leu 

Ser 
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225 



230 





235 





240 

Ala Arg Val His 

Pro 

Gly Glu Thr 

Asn 

Ala 

Ser 

Trp Val 

Met 

Lys 

Gly 



245 





250 





255 


Thr Leu 

Glu Tyr 

Leu 

Met 

Ser 

Asn 

Asn 

Pro 

Thr 

Ala 

Gin 

Ser 

Leu 

Leu 


260 





265 





270 



Glu Ser 

Tyr lie 

Phe 

Lys 

lie 

Val 

Pro 

Met 

Leu 

Asn 

Pro Asp Gly 

Val 


275 




280 





285 




lie Asn Gly Asn 

His 

Arg 

Cys 

Ser 

Leu 

Ser 

Gly Glu Asp 

Leu 

Asn 

Arg 

290 




295 





300 





Gin Trp 

Gin Ser 

Pro 

Ser 

Pro Asp 

Leu 

His 

Pro 

Thr 

lie 

Tyr His 

Ala 

305 



310 





315 





320 

Lys Gly Leu Leu 

Gin 

Tyr 

Leu 

Ala 

Ala 

Val 

Lys 

Arg 

Leu 

Pro 

Leu 

Val 



325 





330 





335 


Tyr Cys 

Asp Tyr 

His 

Gly His 

Ser 

Arg 

Lys 

Lys 

Asn 

Val 

Phe 

Met 

Tyr 


340 





345 





350 



Gly Cys 

Ser He 

Lys 

Glu 

Thr 

Val 

Trp 

His 

Thr 

Asn 

Asp Asn 

Ala 

Thr 


355 




360 





365 




Ser Cys 

Asp Val 

Val 

Glu Asp 

Thr 

Gly Tyr 

Arg 

Thr 

Leu 

Pro 

Lys 

lie 

370 




375 





380 





Leu Ser 

His lie 

Ala 

Pro 

Ala 

Phe 

Cys 

Met 

Ser 

Ser 

Cys 

Ser 

Phe 

Val 

385 



390 





395 





400 

Val Glu 

Lys Ser 

Lys 

Glu 

Ser 

Thr 

Ala 

Arg 

Val 

Val 

val 

Trp Arg 

Glu 



405 





410 





415 


lie Gly Val Gin 

Arg 

Ser 

Tyr 

Thr 

Met 

Glu 

Ser 

Thr 

Leu 

Cys 

Gly 

Cys 


420 





425 





430 



Asp Gin Gly Lys 

Tyr 

Lys 

Gly Leu 

Gin 

He 

Gly Thr 

Arg 

Glu 

Leu 

Glu 


435 




440 





445 




Glu Met 

Gly Ala 

Lys 

Phe 

Cys Val 

Gly Leu 

Leu Arg 

Leu 

Lys 

Arg 

Leu 

450 




455 





460 





Thr Ser 

Pro Leu 

Glu 

Tyr 

Asn 

Leu 

Pro 

Ser 

Ser 

Leu 

Leu Asp 

Phe 

Glu 

465 



470 





475 





480 

Asn Asp 

Leu lie 

Glu 

Ser 

Ser 

Cys 

Lys 

Val 

Thr 

Ser 

Pro 

Thr 

Thr 

Tyr 



485 





490 





495 


Val Leu 

Asp Glu 

Asp 

Glu 

Pro 

Arg 

Phe 

Leu 

Glu 

Glu 

val 

Asp 

Tyr 

Ser 


500 





505 





510 



Ala Glu 

Ser Asn 

Asp 

Glu 

Leu Asp 

lie 

Glu 

Leu 

Ala 

Glu 

Asn 

Val 

Gly 


515 




520 





525 




Asp Tyr 

Glu Pro 

Ser 

Ala 

Gin 

Glu 

Glu 

Val 

Leu 

Ser 

Asp 

Ser 

Glu 

Leu 

530 




535 





540 





Ser Arg 

Thr Tyr 

Leu 

Pro 












545 550 

<210> 2633 
<2ll> 1569 
<212> DNA 

<213> Homo sapiens 
<4 00> 2633 

gattagtgaa ttgatggatg aatagggaag aagaaacgag agacggatag acagatgaat 
60 

ggcaatagct atgtgcttct gaggcagaca nacaatggag taccagcagg gccctgctcc 
120 

ttcgccgagg aactcagccg catcctggaa aaaaggaagc acacgcagct cgtggagcag 
180 
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ctagatgaga gctctgtctg agcccagcct 
240 

atctgtccca ggctgggcca cttcctccct 
300 

ctccataccc ttctcccaac tttttgatgt 
360 

aaagccccct cctcagtctc cacagaccca 
420 

ctcagaggca gggctctgca ggtccatatg 
480 

tgtgtgctgg atggtcctga aaccagacaa 
540 

cattcacatg cacacatgga agaatgttta 
600 

cttctcctgg tgcattcttg tttcatccct 
660 

ccacatccta tctggtcctc ttccccagcc 
720 

ggaacgggcc agcctgggga ggtaagactg 
780 

gcccttgtga atcagcctcc ccactctcct 
840 

ctccaggcat gtcccatccc catgcacatg 
900 

ttacatttcc actcacatgc acctctgagc 
960 

gtttagtccg tggacatttc agagggagat 
1020 

cttgcctagg atggatgacc aacactgcac 
1080 

caagcatttg cttcctctag actacagcag 
1140 

tggcacatga agcccattct tggaactatg 
1200 

tagctcctac ccctgtccta cctcaccggg 
1260 

ctctaggcct atatgggaca atcaattctg 
1320 

atgactgtta tttttgtagc tgagaacgtg 
1380 

caacctctcc cacctccacc ccacaatgaa 
1440 

ttaggaatgc ccccacttac aaccaggtgg 
1500 

ctgggctcag ctcctccccc tgccgttggt 
1560 

aaaaaaaaa 

1569 

<210> 2634 
<211> 59 
<212> PRT 

<213 > Homo sapiens 


cccagaacaa atgctcttcc aagccagcct 
aacacagcca ccctcccttc attaccccca 
ccctgtaggg ctggccagtc aggcccagcc 
catgtgagca gcccaggccc atcggtgctc 
ggctcaatgt caccaccctc tgcatggccc 
gacctctgcc agccacctaa gccctgcgta 
tcggctgggc tgcagtgccc ccaccctcac 
gcttctggac ttggggtacc ctcccaattg 
ccatgtggtg acctctttgt caagagcttg 
catcactccc ctcctctccc ttcctgtgtg 
tggtcattct caagagtatg agagacagag 
tggtaacaca cacctgtatc acacatgtgc 
ctcccttgct gtcttggacc tgtctgttgg 
ccccctccca tttaactgtc ctcacaggcc 
tcaatgagcc agcctctctt ttgggggaat 
ggaaagggag gagaaatctg atgtctcaac 
caaagggcag aggctgggag tttggacgct 
gcactttcag gggccagggg cctctgaagt 
actgagctcc cccattcccc tcgggtgagg 
gaatcccacg ggtttttact gcccttcacc 
tgtatttatt gtgagaatgg ctacacttct 
gtggaacagg catgtgacag agtggggagc 
taataaacac ccttttt ccc cacaaaaaaa 
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<4 00> 2634 

lie Gly Lys Lys Lys Arg Glu Thr Asp Arg Gin Met Asn Gly Asn Ser 
15 10 15 

Tyr Val Leu Leu Arg Gin Thr Xaa Asn Gly Val Pro Ala Gly Pro Cys 
20 25 30 

Ser Phe Ala Glu Glu Leu Ser Arg He Leu Glu Lys Arg Lys His Thr 
35 40 45 

Gin Leu Val Glu Gin Leu Asp Glu Ser Ser Val 
50 55 

<210> 2635 
<211> 1062 
<212> DNA 
<213> Homo sapiens 

<400> 2635 


nncggcacga ggcctttcct aggattgtgc 
60 

aaaaactggg catacacatg ccctacaaag 
120 

ggaaatgttt caagatgaaa agcaaaagtc 
180 

ttcattattc tcaaggctag gttgttttcc 
240 

catttccaaa taaaagcaac tcctcagccc 
300 

ttcaacattt ctcaaggtct agacttatag 
360 

attttctttg ttgttgaccc tgctagggaa 
420 

ttgtgggtga ttaatgacag gcctagatct 
480 

acccccacta tactaaaatc agccgtgtct 
540 

aaaccaccca gtcccagagt taatagctgc 
600 

gattggggtg aaatgtgacc ctttcgccta 
660 

atttccgctg gggctccagc gactacggaa 
720 

gatgtccctg ttctacccaa tacgggcaag 
780 

ccccttgaca tcagcccatt tctattgtgt 
840 

gtgaaaaacg tggctgccct actactttgc 
900 

ccaccccagg ggccgcatcc cacaccccag 
960 

cggcggccgc ggggccgggt cccacctgtg 
1020 

gatggctcca ttcggagata cttctgcggc 
1062 

<210> 2636 


caggggcaca caaggatttc aaagtacaga 
cagccaaaag acattcccca gtctctctca 
tgaagtccct tggaatcttg ggttgatttc 
cccagcatac tttgttgggc aaaaataaaa 
caattttcaa tgcaatatgc ttattaaaag 
tgtgatcata ttacagtact cgggaagagc 
acaggtcttg actcagccaa agtggcgttc 
cgccctagtg acatccatcc cccacccccc 
gaactgaagg aggggctgta gcctcgcctc 
aaccaatcga ttacggcaag cacacatcca 
aatttacgaa taatatcgtc ctctctgatc 
acaattccaa tcattcggcc caaagaaaaa 
gcaaagcccc tacccacctc caaacactat 
cttattaggt cctcgggcta cgaggaccta 
taagaacaag aaccacacag tccggcaccc 
gacccctgtt cccagttctc tccactaccc 
gtgaggcggg aggagacgtc gccgaagggg 
gaggcggccg ca 


j 
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<211> 63 
<212> PRT 

<213> Homo sapiens 
<400> 2636 


Glu Gin Glu 

Pro 

His 

Ser 

Pro 

Ala 

Pro 

Pro 

Pro 

Gin 

Gly 

Pro 

His 

Pro 

1 


5 





10 





15 


Thr Pro Gin 

Asp 

Pro 

Cys 

Ser 

Gin 

Phe 

Ser 

Pro 

Leu 

Pro 

Arg Arg 

Pro 


20 





25 





30 



Arg Gly Arg 

Val 

Pro 

Pro 

Val 

Val 

Arg 

Arg 

Glu 

Glu 

Thr 

Ser 

Pro 

Lys 

35 





40 





45 




Gly Asp Gly 

Ser 

He 

Arg 

Arg Tyr 

Phe 

Cys 

Gly Glu 

Ala 

Ala 

Ala 



50 55 60 


<210> 2637 
<211> 1045 
<212> DNA 

<213 > Homo sapiens 
<400> 2637 

acgcgtgcca cggtatgagc ctccccaccc ctcttgcccc tgcccccacg tgggctcttc 
60 

ctgaggagtg ggcatcattt cactgtgtgt tgggggacac cctctcaagt ttccatggct 
120 

cagcagaagc agtgacacag tgggaatcta agagcatctc tcagattttg ctctagaatt 
180 

ggcctggcca acggacttcc cttcctgggg gaggtgggac agaagcactc cggagccaac 
240 

agctcagcca cggccatgct gaacgtctgt ttctgccttt gtacggcctc tttcttgcgg 
300 

gtatccaaga tgcgcctcag tgtcttttta aagaagcaag aagagagcca gtttcaccct 
360 

ctggagtggt tggcaaggga agcctgcaac caggacgctc tccaggaggc gggcacattc 
420 

aggcacaccc tctggaagcg ggtccaaggt gctgtcaccc ctctgctggc gagcatgata 
480 

tcattcatcg acagagacgg caacctagag ttactgacca ggccagatac tccgccctgg 
540 

gcaagagatc tttggatgtt tattttcagt gacacgatgc ttctgaacat tcctcttgtg 
600 

atgaataatg aaagacataa aggtgagatg gcctacatcg tggtgcagaa ccacatgaac 
660 

ctttccgaga acgcttccaa caacgtccct ttcagctgga aaatcaagga ctatctggag 
720 

gagctgtggg tccaggctca gtacatcaca gacgcagaag gactgcccaa gaagttcgtg 
780 

gacatctttc agcagactcc tctgggcagg tttcttgccc agctccatgg agagccgcag 
840 

caggaacttc ttcagtgtta cttgaaggat ttcattctct tgaccatgcg tgtgtcaacg 
900 

gaggaggaat taaagtttct gcagatggct ctgtggtcct gcactaggaa actgaaagcg 
960 

gcgtcagaag cgcccgagga agaggtttcc ttaccgtggg tgcaccttgc ctaccagcgt 
1020 
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ttcagaagcg gtctgcagaa ctttt 
1045 

<210> 2638 

<211> 263 

<212> PRT 

<213> Homo sapiens 

<400> 2638 


Met 

Leu 

Asn 

Val 

Cys 

Phe 

Cys 

Leu 

Cys 

Thr 

Ala 

Ser 

Phe 

Leu Arg 

Val 

l 




5 





10 





15 


Ser 

Lys 

Met 

Arg 

Leu 

Ser 

Val 

Phe 

Leu 

Lys 

Lys 

Gin 

Glu 

Glu 

Ser 

Gin 




20 





25 





30 



Phe 

His 

Pro 

Leu 

Glu Trp 

Leu 

Ala 

Arg 

Glu 

Ala 

Cys 

Asn 

Gin Asp 

Ala 



35 





40 





45 




Leu 

Gin 

Glu 

Ala 

Gly Thr 

Phe 

Arg 

His 

Thr 

Leu 

Trp 

Lys 

Arg 

Val 

Gin 


50 





55 





60 





Gly 

Ala 

Val 

Thr 

Pro 

Leu 

Leu 

Ala 

Ser 

Met 

lie 

Ser 

Phe 

lie 

Asp 

Arg 

65 





70 





75 





80 „ 

Asp 

Gly 

Asn 

Leu 

Glu 

Leu 

Leu 

Thr 

Arg 

Pro 

Asp 

Thr 

Pro 

Pro 

Trp 

Ala 





85 





90 



. * 


95 


Arg 

Asp 

Leu 

Trp 

Met 

Phe 

lie 

Phe 

Ser 

Asp 

Thr 

Met 

Leu 

Leu. 

Asn 

lie 




100 





105 





110 



Pro 

Leu 

Val 

Met 

Asn 

Asn 

Glu 

Arg 

His 

Lys 

Gly Glu 

Met 

Ala 

Tyr 

lie 



115 





120 





125 




Val 

Val 

Gin 

Asn 

His 

Met 

Asn 

Leu 

Ser 

Glu 

Asn 

Ala 

Ser 

Asn 

Asn 

val 


130 





135 





140 





Pro 

Phe 

Ser 

Trp 

. Lys 

lie 

Lys 

Asp 

Tyr 

Leu 

Glu 

Glu 

Leu 

Trp 

Val 

Gin 

145 





150 





155 





160 

Ala 

Gin 

Tyr 

lie 

Thr 

Asp 

Ala 

Glu Gly 

Leu 

Pro 

Lys 

Lys 

Phe 

Val 

Asp 





165 





170 





175 


He 

Phe 

Gin 

Gin 

Thr 

Pro 

Leu 

Gly Arg 

Phe 

Leu 

Ala 

Gin 

Leu 

His 

Gly 




180 





185 





190 



Glu 

Pro 

Gin 

Gin 

Glu 

Leu 

Leu 

Gin 

Cys 

Tyr 

Leu 

Lys 

Asp 

Phe 

lie 

Leu 



195 





200 





205 




Leu 

Thr 

Met 

Arg 

Val 

Ser 

Thr 

Glu 

Glu 

Glu 

Leu 

Lys 

Phe 

Leu 

Gin 

Met 


210 





215 





220 





Ala 

Leu 

Trp 

Ser 

Cys 

Thr 

Arg 

Lys 

Leu 

Lys 

Ala 

Ala 

Ser 

Glu 

Ala 

Pro 

225 





230 





235 





240 

Glu 

Glu 

Glu 

Val 

Ser 

Leu 

Pro 

Trp 

Val 

His 

Leu 

Ala 

Tyr 

Gin Arg 

Phe 





245 





250 





255 


Arg 

Ser 

Gly 

Leu 

Gin 

Asn 

Phe 











260 

<210> 2639 

<211> 3777 

<212> DNA 

<213 > Homo sapiens 

<400> 2639 

ttaggtcctt gggcagaaaa tgatcattta aagaaggaaa cctcaggtgt ggtcttagca 
60 

ctttctgcag agggtcctcc tactgctgct tcagaacaat atacagatag gctggaactc 
120 
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cagcctggag ctgctagtca 
180 

gcagaaggac cccttacagc 
240 

acttcaggaa gctttcactg 
300 

cccactgtgg aactttactc 
360 

gaacctccta gtggaggaag 
420 

gacatgttac ccaacattag 
480 

cctgatcata atagactggt 
540 

aaaagcatcc ttttagagtc 
600 

attgagatct cctctctccc 
660 

actgaacctc ttgatgtgac 
720 

aataatgaaa taatgaagct 
780 

gacccacatg ttgaaggtca 
840 

aaggatgatg acatcatgag 
900 

ttgcaccaag agggcaagag 
960 

gtttcagaga atgaacatgg 
1020 

actagacaca gccgaatccc 
1080 

tctccagttt ctgcaaaaga 
1140 

aagcttctgg tggaaaaaag 
1200 

gataaattgc tagaggagaa 
1260 

ctcactccct tttcaagact 
1320 

tttctgtcac ccatcatctc 
1380 

gtcaacacag atcaggtcaa 
1440 

ggaaagccac ccacgaggcc 
1500 

agtagtaact ccgactcaga 
1560 

cagaaacccc ggagcactac 
1620 

ccacccaaga gtccagttgt 
1680 

ttgcctcgca cgtctagttc 
1740 


gtttattgca gcgacgccca 
gattacaatt cctagacctt 
tggtcagcag ccagagaagg 
tccaagggaa aacttctctg 
cagaacagat ttggggcttc 
agaaagtaac aaatctcaag 
tgtgagagaa tttgaaaatc 
agataatgaa gatgagaagt 
aggagatttg gtaattgtgg 
aaaaacacag acttttagtg 
tctgacagtt ggaacttcag 
gataggccaa gtggcagaaa 
tgaagacttg ccaggtcatc 
agagaaaatc acccctagaa 
tgccccaacc cggaaggata 
tgttttagca caagagatag 
aaagctcctc caaaagaaag 
acaattcaag tccttccttg 
actagctact gttcctgctc 
gacagtagat tctcacctga 
ccagtctaga aagagcaaaa 
tagctcaact tcgtctcagt 
tggagtagaa gccaggctac 
ccttttctcc cgcctggccc 
tcagtgcaag agtccaggat 
ccctcgcagg agtcccagtg 
ctcaccatct agggctggac 


caagtctaat ggaggcgcag 
ctgtggcatc tacacagtca 
aagatcttca gcccatggag 
gcttggttgt gacagagggt 
agatagatca cattggtcat 
acctgggacc aaaagaactt 
tccctgggga aactgaagag 
taagtagagg gcagcattgt 
aaaaggatca ctcagctact 
tggtgccaaa tcaagacaaa 
aaatttcttc cagagacatt 
tgcaaaaaaa taagatatct 
aaggagacct ctctactttt 
atggagaact atttcattgt 
tggttaggtc atcctttgta 
actcaacttt ggaatcatcc 
cctatcagcc agacctagtc 
gcgacctctc aagtgcctct 
ccttttgtga ggaggaagtg 
gtaggtcagc tgaagatagc 
ttccaaggcc agtttcatgg 
tctttcctcg gccaccacca 
gcagatataa agtcctaggg 
aaattcttca aaatggatct 
ctcctcacaa tccaaaaaca 
cctctcctcg aagctcatcc 
ggccccacca tgaccagagg 
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agttcgtccc cacatctggg 
1800 

tccaggaggt cctgccaaca 
1860 

ggcagcctcc accaccactc 
1920 

agtaaactca gcagatagga 
1980 

taaacctgat gcatgtgtgt 
2040 

cttgcaaaag aaagtaacat 
2100 

ttacctaagg caggcagcaa 
2160 

agagcaaaaa tccaaggggg 
2220 

ttgaaacaaa agagttgagg 
2280 

ttttaagcct caattcaaag 
2340 

ttcaaaactt tcccaccctg 
2400 

ttgccaggga gccagtattc 
2460 

tgaacacctt tactttgcct 
2520 

aattttgtat gtctcgtctg 
2580 

tatcaaatcc aattactttt 
2640 

cttaacatat tacattttta 
2700 

taactagagc tattttgcag 
2760 

gccttcaaga tagaagatgc 
2820 

tagaaggaaa actgaccaga 
2880 

taatatcagc atccaagatg 
2940 

ttagaaataa attagatata 
3000 

tttagccaat aaggaattaa 
3060 

tgttttatta cctgcttctc 
3120 

tcatacaatc tcaatttacg 
3180 

ctaataggaa tcaggcaaat 
3240 

ctctaggtgt tttgtgttgt 
3300 

ttgaaatttg ccttctagca 
3360 


gagaagcaag tcacctccca 
ggagcattgc aaacccagca 
agccagcact aaaacccccc 
gccaggctgc atctctttga 
ccctgtactt tctatgtaaa 
gatcaattat ttataagaag 
gtagattagg aatcaatgtc 
agaaactcat taaaatgagc 
ataggagata gaatggaatt 
attatatagc aaaagtgaaa 
aagagtcatt gatcagatat 
atgtatattt ggcttgtgtg 
cattcctagt accctccctg 
attcaatctc tctgctttta 
ttttaggtcc ccctgatttt 
ttatgaaaaa taagaaagtt 
gctttagtgt ttagggagag 
cctttcatct ctgttaagtg 
gtagactgct tccttaagtc 
atacgaggga agcacaatgc 
ttattgaggc ttagaatcct 
tatctgggga aataaattta 
ctgtgtttta gttcaacatt 
aagctgtaaa gaggaagata 
gaaagtctac cagactttta 
aaagacctta ttaaggtcag 
aacatatgtg ctttctgttt 


gccactcagg atcttcctcc 
agaatggcct gaaaggatcc 
aagggaagag taagccagcc 
aaggtgtgag atcttcctcc 
aaaatcagtg ttgatcttct 
acataataca tgataaggaa 
tttgtacaag aaggaaaaat 
tctcattttt taagctgcct 
ttaggggggt tgcctaattt 
cttcttgttt gatattttca 
tagattatat aagaagtctg 
tttatttcgt gtattgagaa 
gagttcagat ttttttttaa 
ttttatggtc ctagttgtac 
ttttttttag agcaagagtt 
aggtaaagga aagaaaagtc 
aaagaaagtg tgggttaata 
tcctccttta gaaacttgag 
ttctgggttc caactgtttg 
tttggactgt gatttgagat 
caaactttgt attttataca 
ggcaaatatt tcttttttaa 
tgggcttctt ggcctgattt 
tttgttctaa tctcactctt 
aaatgggctg tttttatact 
gtaaattggt ctgcttgctg 
gaccttgtgt ttgctgccaa 
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acctaataca gttgaattgg gaaacaaaaa aaaaagaaag gaatacattt cctccccaag 
3420 

tgaacatctt ctaatgctgc atcaaagctg ccctgaagct gcactgaact tctcttgttc 
3480 

tctttatctg tgttgagctt tttaaaaaaa caaactcaaa acactattga ggcatataac 
3540. 

gtctcttata agaaatgtag catagtgtgg aatcttaatt tctctccagt ttcaaacact 
3600 

ccagaggaat gcaatagata agacatactt gctgtttatc taaagcaact gtaatattgg 
3660 

aagatcagtc cttctgtatt atattgtata atagttgcta taacactact tgcatgtctt 
3720 

catggtaaat tatataaata tttataaata tatagagaga catatcctta aaaaaaa 
3777 

<210> 2640 
<211> 645 
<212> PRT 

<213 > Homo sapiens 


<400> 2640 


Leu Gly 

Pro 

Trp Ala 

Glu 

Asn 

Asp 

His 

Leu 

Lys 

Lys 

Glu 

Thr 

Ser Gly 

1 



5 





10 





15 


Val Val 

Leu 

Ala 

Leu 

Ser 

Ala 

Glu 

Gly Pro 

Pro 

Thr 

Ala 

Ala 

Ser 

Glu 

20 




25 





30 






Gin Tyr 

Thr 

Asp Arg 

Leu 

Glu 

Leu 

Gin 

Pro 

Gly Ala 

Ala 

Ser 

Gin 

Phe 


35 





40 





45 




He Ala 

Ala 

Thr 

Pro 

Thr 

Ser 

Leu 

Met 

Glu 

Ala 

Gin 

Ala 

Glu 

Gly Pro 

50 





55 





60 





Leu Thr 

Ala 

lie 

Thr 

lie 

Pro 

Arg 

Pro 

Ser 

val 

Ala 

Ser 

Thr 

Gin 

Ser 

65 




70 





75 





80 

Thr Ser 

Gly 

Ser 

Phe 

His 

Cys 

Gly 

Gin 

Gin 

Pro 

Glu 

Lys 

Glu 

Asp 

Leu 




85 





90 





95 


Gin Pro 

Met 

Glu 

Pro 

Thr 

Val 

Glu 

Leu Tyr 

Ser 

Pro 

Arg 

Glu 

Asn 

Phe 



100 





105 





110 



Ser Gly 

Leu 

Val 

Val 

Thr 

Glu 

Gly 

Glu 

Pro 

Pro 

Ser 

Gly 

Gly 

Ser Arg 


115 





120 





125 




Thr Asp 

Leu 

Gly Leu 

Gin 

lie 

Asp 

His 

lie 

Gly His 

Asp 

Met 

Leu 

Pro 

130 





135 





140 





Asn lie 

Arg 

Glu 

Ser 

Asn 

Lys 

Ser 

Gin Asp 

Leu Gly 

Pro 

Lys 

Glu 

Leu 

145 




150 





155 





160 

Pro Asp 

His 

Asn Arg 

Leu 

Val 

Val 

Arg Glu 

Phe 

Glu 

Asn 

Leu 

Pro 

Gly 




165 





170 





175 


Glu Thr 

Glu 

Glu 

Lys 

Ser 

lie 

Leu 

Leu 

Glu 

Ser Asp 

Asn 

Glu 

Asp Glu 



180 





185 





190 



Lys Leu 

Ser 

Arg Gly 

Gin 

His 

Cys 

lie 

Glu 

lie 

Ser 

Ser 

Leu 

Pro Gly 


195 





200 





205 




Asp Leu 

Val 

lie 

Val 

Glu 

Lys 

Asp 

His 

Ser 

Ala 

Thr 

Thr 

Glu 

Pro 

Leu 

210 





215 





220 





Asp Val 

Thr 

Lys 

Thr 

Gin 

Thr 

Phe 

Ser 

Val 

Val 

Pro 

Asn 

Gin 

Asp 

Lys 

225 




230 





235 





240 

Asn Asn 

Glu 

lie 

Met 

Lys 

Leu 

Leu 

Thr 

Val 

Gly Thr 

Ser 

Glu 

lie 

Ser 




245 





250 





255 


Ser Arg 

Asp 

lie 

Asp 

Pro 

His 

Val 

Glu Gly 

Gin 

lie 

Gly 

Gin 

Val 

Ala 
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260 

Glu Met Gin Lys Asn Lys lie Ser 
275 280 

Asp Leu Pro Gly His Gin Gly Asp 
290 295 

Gly Lys Arg Glu Lys lie Thr Pro 
305 310 

Val Ser Glu Asn Glu His Gly Ala 
325 

Ser Ser Phe Val Thr Arg His Ser 
340 

lie Asp Ser Thr Leu Glu Ser Ser 
355 360 

Leu Leu Gin Lys Lys Ala Tyr Gin 
370 375 

Glu Lys Arg Gin Phe Lys Ser Phe 
385 390 

Asp Lys Leu Leu Glu Glu Lys Leu 
405 

Glu Glu Glu Val Leu Thr Pro Phe 
420 

Leu Ser Arg Ser Ala Glu Asp Ser 
435 440 

Ser Arg Lys Ser Lys lie Pro Arg 
450 455 

Gin Val Asn Ser Ser Thr Ser Ser 
465 470 

Gly Lys Pro Pro Thr Arg Pro Gly 
485 

Lys Val Leu Gly Ser Ser Asn Ser 
500 

Ala Gin lie Leu Gin Asn Gly Ser 
515 520 

Cys Lys Ser Pro Gly Ser Pro His 
530 535 

Pro Val Val Pro Arg Arg Ser Pro 
545 550 

Leu Pro Arg Thr Ser Ser Ser Ser 
565 

His Asp Gin Arg Ser Ser Ser Pro 
580 

Pro Ser His Ser Gly Ser Ser Ser 
595 600 

His Cys- Lys Pro Ser Lys Asn Gly 
610 615 

His His Ser Ala Ser Thr Lys Thr 
625 630 

Ser Lys Leu Ser Arg 
645 


265 270 

Lys Asp Asp Asp lie Met Ser Glu 
285 

Leu Ser Thr Phe Leu His Gin Glu 
300 

Arg Asn Gly Glu Leu Phe His Cys 
315 320 

Pro Thr Arg Lys Asp Met Val Arg 
330 335 

Arg lie Pro Val Leu Ala Gin Glu 
345 350 

Ser Pro Val Ser Ala Lys Glu Lys 
365 

Pro Asp Leu Val Lys Leu Leu Val 
380 

Leu Gly Asp Leu Ser Ser Ala Ser 
395 400 

Ala Thr Val Pro Ala Pro Phe Cys 
410 415 

Ser Arg Leu Thr Val Asp Ser His 
425 430 

Phe Leu Ser Pro lie lie Ser Gin 
445 

Pro Val Ser Trp Val Asn Thr Asp 
460 

Gin Phe Phe Pro Arg Pro Pro Pro 
475 480 

Val Glu Ala Arg Leu Arg Arg Tyr 
490 495 

Asp Ser Asp Leu Phe Ser Arg Leu 
505 510 

Gin Lys Pro Arg Ser Thr Thr Gin 
525 

Asn Pro Lys Thr Pro Pro Lys Ser 
540 

Ser Ala Ser Pro Arg Ser Ser Ser 
555 560 

Pro Ser Arg Ala Gly Arg Pro His 
570 575 

His Leu Gly Arg Ser Lys Ser Pro 
585 590 

Ser Arg Arg Ser Cys Gin Gin Glu 
605 

Leu Lys Gly Ser Gly Ser Leu His 
620 

Pro Gin Gly Lys Ser Lys Pro Ala 
635 640 


<210 > 2641 
<211 > 744 
<212 > DNA 

<213 > Homo sapiens 
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<400> 2641 
gaattcaagg 
60 

catctcccca 

tccttttccc 

tcaggtcatc 

gtacctacag 

cttgtatgcc 

gcagcctgtc 

cttgcgtatg 

taagggcagt 

gcttctagga 

gccatgagca 

ttactcacct 

120 

gaaacctagg 

tgttaggaat 

gcaaccagct 

agatctgacc 

catgccctgt 

tttgtgtctg 

180 

cgttgacatg 

ctgcaggtga 

catcagttgc 

aaggggatga 

ccgagcgcat 

tcacagcatc 

240 

aaccttcaca 

acttcagcaa 

ttccgtgctc gagaccctca 

acgagcagcg 

caaccgtggc 

300 

cacttctgtg 

acgtaacggt 

gcgcatccac 

gggagcatgc 

tgcgcgcaca 

ccgctgcgtg 

360 

ctggcagccg 

gcagcccctt 

cttccaggac 

aaactgctgc 

ttggctacag 

cgacatcgag 

420 

atcccgtcgg 

tggtgtcagt 

gcagtcagtg 

caaaagctca 

ttgacttcat 

gtacagcggc 

480 

gtgctacggg 

tctcgcagtc 

ggaagctctg 

cagatcctca 

cggccgccag 

catcctgcag 

540 

atcaaaacag 

tcatcgacga 

gtgcacgcgc 

atcgtgtcac 

agaacgtggg 

cgatgtgttc 

600 

ccggggatcc 

aggactcggg 

ccaggacacg 

ccgcggggca 

ctcccgagtc 

aggcacgtca 

660 

ggccagagca 

gcgacacgga 

gtcgggctac 

ctgcagagcc 

acccacagca 

cagcgtggac 

720 

aggatctact 

cggcactcta 

cgcg 





744 

<210> 2642 
<211> 176 
<212> PRT 

<213 > Homo sapiens 


<400> 2642 


Met 

Thr 

Glu 

Arg 

lie 

His 

Ser 

lie 

Asn 

Leu 

His 

Asn 

Phe 

Ser 

Asn 

Ser 

1 




5 





10 





15 


Val 

Leu 

Glu 

Thr 

Leu 

Asn 

Glu 

Gin Arg 

Asn Arg Gly 

His 

Phe 

Cys 

Asp 




20 





25 





30 



Val 

Thr 

Val 

Arg 

lie 

His 

Gly 

Ser 

Met 

Leu 

Arg 

Ala 

His 

Arg 

Cys 

Val 



35 





40 





45 




Leu 

Ala 

Ala 

Gly 

Ser 

Pro 

Phe 

Phe 

Gin 

Asp 

Lys 

Leu 

Leu 

Leu 

Gly Tyr 


50 





55 





60 





Ser Asp 

lie 

Glu 

He 

Pro 

Ser 

Val 

Val 

Ser 

Val 

Gin 

Ser 

Val 

Gin 

Lys 

65 





70 





75 





80 

Leu 

lie 

Asp 

Phe 

Met 

Tyr 

Ser 

Gly 

Val 

Leu 

Arg 

Val 

Ser 

Gin 

Ser 

Glu 





85 





90 





95 


Ala 

Leu 

Gin 

lie 

Leu 

Thr 

Ala 

Ala 

Ser 

lie 

Leu 

Gin 

lie 

Lys 

Thr 

Val 




100 





105 





110 



He 

Asp 

Glu 

Cys 

Thr 

Arg 

lie 

Val 

Ser 

Gin 

Asn 

Val 

Gly 

Asp 

Val 

Phe 



115 





120 





125 




Pro Gly 

lie 

Gin 

Asp 

Ser 

Gly 

Gin 

Asp 

Thr 

Pro 

Arg 

Gly 

Thr 

Pro 

Glu 


130 





135 





140 





Ser Gly 

Thr 

Ser 

Gly 

Gin 

Ser 

Ser 

Asp 

Thr 

Glu 

Ser 

Gly 

Tyr 

Leu 

Gin 
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145 150 155 160 

Ser His Pro Gin His Ser Val Asp Arg lie Tyr Ser Ala Leu Tyr Ala 
165 170 175 

<2 10> 2643 
<2 11> 4590 
<212> DNA 

<213 > Homo sapiens 
<400> 2643 

gggaaataga gtcctggcgc tgccgcggag gatcctgggt gcagccgctc agagaagctt 
60 


ctcgcgcaca ggaagtcgct gcgaggaggc 
120 

cttgaggctg gggttgcgtc tgttgacgcg 
180 

ggaacacgga ggggaaggag gaggagctta 
240 

gctgaggaat ttgtgaccct caaggatgtc 
300 

cagctcgggc tggaacaggg ggacacgttc 
360 

ctcttcctgc tggacccccc aagacccaac 
420 

ctggagcctc tggcaggagg aagcccagaa 
480 

aactctcctc tgatggagga tttcttcgaa 
540 

ttatccaagg atggcttctg gaactccaat 
600 

ttagatagtt tgctaggcga tccagaaagt 
660 

gaaagtccca cggaatgcaa gagtcatgaa 
720 

gtttccacgg gagaagattc catggtgcat 
780 

aagtctaagg aatatagggg tgagtttttc 
840 

gttcaggaag gggagaaacc atatcaatgt 
900 

taccgtctta cccagcactg gatcactcat 
960 

tgtgagcaag gttttgaccg gaatgcttcc 
1020 

tacaaattct atgtgtgtaa tgaatatggg 
1080 

catcagaaaa ctcacactgg agaaaaacca 
1140 

agtcatgaca cacagcctgg tgagcatcag 
1200 

tgtaacgaat gcggcaaggc ttttacccgg 
1260 

cacactcgga aacgctatga gtgttccaag 
1320 


gcgtgtgcgg ggagttgaat ctcccgctcc 
gccgactaca atcccgagcc ctgccagccg 
aaagaggcta ctgaacccca gttggccatg 
ggcatggact tcaccttggg agactgggag 
tgggacacag cgttggacaa ttgccaggac 
ctgacctccc acccagatgg cagtgaagat 
gcaacaagcc ctgatgtgac tgagaccaag 
gaaggattct cccaggagat tatagagatg 
ttcggagaag cctgtataga ggacacctgg 
cttctgaggt ctgatattgc caccaacggg 
ttaaagagag gactcagtcc tgtgtccacc 
aatgtttctg aaaagaccct cacaccagct 
tcctactccg accacagcca gcaggattct 
agtgaatgtg ggaaaagctt cagtgggagt 
actagggaga aacccactgt ccatcaagag 
ctttctgtgt atccgaaaac tcacacgggc 
acaactttta gtcagagtac atacctgtgg 
tgtaagagtc aagatagtga ccacccaccc 
aaaactcaca cagatagtaa gtcctacaac 
atcttccacc ttactcggca ccagaagatc 
tgccaggcga ccttcaactt gagaaaacac 
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ctcatccaac atcagaaaac 
1380 

aagattttta ggcacagttc 
1440 

ccttataagt gtaacgaacg 
1500 

cagagggttc acagtggaga 
1560 

cggcacactc accttaatga 
1620 

caggaatgcg tcaggagttt 
1680 

accgcagaaa agccctatag 
1740 

cttgtgcaac accagaaaat 
1800 

gaacgcttca tttgcggctc 
1860 

caaggatttt ttgtgagtgg 
1920 

tttaagtgta acaaatgtga 
1980 

aggattcaca ccaggggagt 
2040 

caaagtactc ggctcattca 
2100 

ggtgagcaag ggaaagccat 
2160 

aaggagcacc cttttaaatg 
2220 

tcaaaacatc agttaattca 
2280 

gtcttcaccc agagaaacta 
2340 

ttggtgtgta acgaatgcgg 
2400 

agaattcact caggtgagaa 
2460 

agtgctgagc ttgtccgcca 
2520 

gaatgcggga aagccttcac 
2580 

ggggagaagc cctacagatg 
2640 

acacagcacc agagaattca 
2700 

gcttttgtcc tcagtgccca 
2760 

tatcagtgtc aacgttgcca 
2820 

cgtgtacaca acaagcagca 
2880 

tatgagaccg ttactcggat 
2940 


tcacgctgca aaaactacct 
gctgctcatt gaacaccagg 
tgggaaatcc ttcaggcata 
gaagccttac aaatgcagtg 
acatcggcga attcatacag 
cagccggccc tcacatctga 
ctgtgctgaa tgcaaggaga 
gcacactgtc aaaaccccat 
aaccctgaag tgccacgaga 
gaagatcttg gatcagaacc 
gaaaaccttt agctgcagca 
gaagcccttt gaatgtgacc 
ccatcaaaga atccactcta 
cagcagtgcc tcccttatca 
taacgaatgc ggaaagacct 
cgctggagag . aatcccttta 
ccttgttcag catgagcgaa 
gaaaacgttc cgtcagagct 
gccctatgta tgtgattact 
ccagagaatt cacactggag 
ccagagctca tgcctttcta 
tggtgaatgt gggaaagcct 
cacaggggag aagccttact 
tctcaaccag cacctgagag 
gaaagccttt cggtgccact 
atactgcctg tagccattgg 
gttgaaagtt ggaaactatc 


ctgagtgtca ggagtgtggg 
ctcttcatgc tggagaggag 
actctaccct aaagatccat 
agtgtgggaa ggccttccac 
gctacagacc ccacaaatgt 
tgcgacatea ggccattcac 
ctttcagcga taacaatcgc 
atgaatgtca ggagtgcgga 
gtgttcacgc cagagaaaaa 
cagaacagaa agagaagtgc 
aatacctaac tcagtacgag 
agtgtgggaa agcctttggc 
gagtgaggct gtataaatgg 
aacttcagtc cttccacaca 
tcagccacag tgcacacctc 
aatgtagtaa gtgtgacaga 
ctcatgccag aaagaagccg 
catgcctttc taagcatcag 
gcgggaaggc cttcggcctg 
aaaagcctta tgtttgtcag 
ttcaccggag agttcacact 
ttgcccagaa agcaaatcta 
cctgtaatgt gtgtggcaaa 
ttcacaccca ggagacactt 
cgagcctcag ccgccatcag 
gtggcagcag agtcccagaa 
ccattgcaag tttctctcca 
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aataaatgca tctaaagatt 
3000 

aaaacacaaa agtggagaag 
3060 

tctaccttga gttaaatccc 
3120 

gaaaaatctc tcagggcctc 
3180 

ggcttttctg aggattaaat 
3240 

agggctcacc aagtgtaagc 
3300 

acaagaaagg aattagtaat 
3360 

ttaatttaag ttttcctttt 
3420 

ggcctttttt tgtcccttta 
3480 

gaacatgtaa actcttcacc 
3540 

ctcacttaaa gaggactccc 
3600 

ccatttaaca gtgttggtta 
3660 

aacacagctg gattccatca 
3720 

aacccatatg gaagacatac 
3780 

atgtcatcat tcaccattta 
3840 

ggcgggtagt atccatacac 
3900 

cccattttca tcgacgattg 
3960 

ctcatgtcac aggaagttct 
4020 

ccacacaacc agttccctac 
4080 

agtggctcag tcacaccttt 
4140 

ctttgaatac ctttcatatt 
4200 

cttgggcttt tcaactcttg 
4260 

aaactgggaa cctgttggct 
4320 

atttaacttc tcgcacatgg 
4380 

atgttgtata ccaaaagagt 
4440 

tggaaaactg gcagccattg 
4500 

caggccaagg tagaaacgcc 
4560 


gattagaaag tttgtgcgca 
ctgtacaacg tcaggattca' 
acctctgcca tctactacct 
ggtgtcctta tctgtaaaat 
aaataaatgt gaagcactta 
cacaaataca catcagctat 
ctgtgtttac tgtagttaat 
ttacagtttt tctccagcac 
tctctcctgg tttttttctt 
tcaactagct acaaccttcc 
tatcccacaa acacatgctc 
tgcaataaga cacccaattt 
ggaaagctgc attgatcagg 
ttaggggtca aacctgtggt 
tccaggatgg ccgctcacca 
tatgcactac tgctctgaag 
ctgttagttg acaagtgaca 
gggatcacca aggattgttg 
cagtgtcttg tcagctctgg 
gctgaaacac agtagtctta 
ttaggtgctg aaaatggtga 
cacctggagt tctgctggtt 
aaccattggg gccttacact 
ttcccgtcct ctggagctct 
gtacaaagtg ttgcagggct 
ggtgtggggg cagtctgtaa 
ctccgtgtgt gcatatttgt 


tgtttttcat tataacaatg 
gaggtaggct ctggagccag 
aagtgacctt gggaaggtca 
gggcatcacc tacctcagag 
gaactgatgg ccagcacatg 
agcacaaata tacttgtgtt 
gttcttacaa tgtatcgctt 
tttactcttc ttaagtgcct 
aagccccaga aagccaaaaa 
actcctaacc tcccaagctt 
cctcttccta tgaccttcct 
ttcatgggag ttgacaccaa 
gtgttaaccg catatgaaac 
gtgtggaagt gaccactggg 
ggcaatttgc taggctcggg 
cttctggaat cagaaatgaa 
tcttgaaaat gccacattcc 
gagagtccag tgagatggaa 
gtgtttgttc cctgccacta 
tgaaaagcac tggacacata 
gggagtgagt gctctgcacc 
aagtttgtta aacttagttg 
gtttttcaaa tggttgcaac 
gtcttgtcgg ggagatgggc 
gtgacacaat agggactcta 
atcagtcacc tgtgttgctg 
tggttctctg attaaagttt 
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tgagtctaaa aaaaaaaaaa aaaaaaaaaa 
4590 

<210> 2644 
<2 11> 871 
<212 > PRT 

<213 > Homo sapiens 


<4 00 > 2644 


Met 

Ala 

Glu 

Glu 

Phe 

Val 

Thr 

Leu 

Lys 

Asp 

Val 

Gly Met 

Asp 

Phe 

Thr 

1 




5 





10 





15 


Leu Gly 

Asp 

Trp 

Glu 

Gin 

Leu 

Gly 

Leu 

Glu 

Gin 

Gly Asp 

Thr 

Phe 

Trp 




20 





25 





30 



Asp 

Thr 

Ala 

Leu 

Asp 

Asn 

Cys 

Gin 

Asp 

Leu 

Phe 

Leu 

Leu 

Asp 

Pro 

Pro 



35 





40 





45 




Arg 

Pro 

Asn 

Leu 

Thr 

Ser 

His 

Pro 

Asp Gly 

Ser 

Glu Asp 

Leu 

Glu 

Pro 


50 





55 





60 





Leu 

Ala 

Gly 

Gly 

Ser 

Pro 

Glu 

Ala 

Thr 

Ser 

Pro 

Asp 

val 

Thr 

Glu 

Thr 

65 




70 





75 





80 

Lys 

Asn 

Ser 

Pro 

Leu 

Met 

Glu 

Asp 

Phe 

Phe 

Glu 

Glu Gly 

Phe 

Ser 

Gin 




85 





90 





95 


Glu 

He 

lie 

Glu 

Met 

Leu 

Ser 

Lys 

Asp Gly 

Phe 

Trp 

Asn 

Ser 

Asn 

Phe 




100 





105 





110 



Gly Glu 

Ala 

Cys 

lie 

Glu 

Asp 

Thr 

Trp 

Leu 

Asp 

Ser 

Leu 

Leu 

Gly Asp 



115 





120 





125 




Pro 

Glu 

Ser 

Leu 

Leu 

Arg 

Ser 

Asp 

lie 

Ala 

Thr 

Asn Gly 

Glu 

Ser 

Pro 


130 





135 





140 





Thr 

Glu 

Cys 

Lys 

Ser 

His 

Glu 

Leu 

Lys 

Arg 

Gly 

Leu 

Ser 

Pro 

Val 

Ser 

145 





150 





155 





160 

Thr 

Val 

Ser 

Thr 

Gly 

Glu 

Asp 

Ser 

Met 

Val 

His 

Asn 

Val 

Ser 

Glu 

Lys 





165 





170 





175 


Thr 

Leu 

Thr 

Pro 

Ala 

Lys 

Ser 

Lys 

Glu Tyr 

Arg 

Gly Glu 

Phe 

Phe 

Ser 




180 





185 





190 



Tyr 

Ser 

Asp 

His 

Ser 

Gin 

Gin 

Asp 

Ser 

Val 

Gin 

Glu Gly 

Glu 

Lys 

Pro 


195 





200 





205 




Tyr Gin 

Cys 

Ser 

Glu 

Cys 

Gly 

Lys 

Ser 

Phe 

Ser 

Gly 

Ser 

Tyr 

Arg 

Leu 


210 





215 





220 





Thr 

Gin 

His 

Trp 

lie 

Thr 

His 

Thr 

Arg Glu 

Lys 

Pro 

Thr 

Val 

His 

Gin 

225 





230 





235 





240 

Glu Cys 

Glu 

Gin 

Gly 

Phe 

Asp 

Arg 

Asn 

Ala 

Ser 

Leu 

Ser 

Val 

Tyr 

Pro 





245 





250 





255 


Lys 

Thr 

His 

Thr 

Gly 

Tyr 

Lys 

Phe 

Tyr Val 

Cys 

Asn 

Glu 

Tyr 

Gly Thr 




260 





265 





270 



Thr 

Phe 

Ser 

Gin 

Ser 

Thr 

Tyr 

Leu 

Trp 

His 

Gin 

Lys 

Thr 

His 

Thr Gly 



275 





280 





285 




Glu 

Lys 

Pro 

Cys 

Lys 

Ser 

Gin 

Asp 

Ser Asp 

His 

Pro 

Pro 

Ser 

His 

Asp 


290 





295 





300 





Thr 

Gin 

Pro 

Gly 

Glu 

His 

Gin 

Lys 

Thr 

His 

Thr 

Asp 

Ser 

Lys 

Ser Tyr 

305 





310 





315 





320 

Asn 

Cys 

Asn 

Glu 

Cys 

Gly 

Lys 

Ala 

Phe 

Thr 

Arg 

lie 

Phe 

His 

Leu 

Thr 




325 





330 





335 


Arg 

His 

Gin 

Lys 

lie 

His 

Thr 

Arg 

Lys 

Arg 

Tyr 

Glu 

Cys 

Ser 

Lys 

Cys 



340 





345 





350 



Gin 

Ala 

Thr 

Phe 

Asn 

Leu 

Arg 

Lys 

His 

Leu 

He 

Gin 

His 

Gin 

Lys 

Thr 
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355 





360 



His 

Ala 

Ala 

Lys 

Thr 

Thr 

Ser 

Glu 

Cys 

Gin 


370 





375 




Arg 

His 

Ser 

Ser 

Leu 

Leu 

lie 

Glu 

His 

Gin 

385 



* 


390 





Glu 

Pro 

Tyr 

Lys 

Cys 

Asn 

Glu 

Arg 

Gly 

Lys 





405 





410 

Thr 

Leu 

Lys 

lie 

His 

Gin 

Arg 

Val 

His 

Ser 




420 





425 


Cys 

Ser 

Glu 

Cys 

Gly 

Lys 

Ala 

Phe 

His 

Arg 



435 





440 



His 

Arg 

Arg 

lie 

His 

Thr 

Gly 

Tyr 

Arg 

Pro 


450 





455 




Val 

Arg 

Ser 

Phe 

Ser 

Arg 

Pro 

Ser 

His 

Leu 

465 





470 





His 

Thr 

Ala 

Glu 

Lys 

Pro 

Tyr 

Ser 

Cys 

Ala 





485 





490 

Ser 

Asp 

Asn 

Asn 

Arg 

Leu 

Val 

Gin 

His 

Gin 




500 





505 


Thr 

Pro 

Tyr 

Glu 

Cys 

Gin 

Glu 

Cys 

Gly 

Glu 



515 





520 



Thr 

Leu 

Lys 

Cys 

His 

Glu 

Ser 

Val 

His 

Ala 


530 





535 




Phe 

Val 

Ser 

Gly 

Lys 

lie 

Leu 

Asp 

Gin 

Asn 

545 





550 





Cys 

Phe 

Lys 

Cys 

Asn 

Lys 

Cys 

Glu 

Lys 

Thr 





565 





570 

Leu 

Thr 

Gin 

Tyr 

Glu 

Arg 

lie 

His 

Thr 

Arg 




580 





585 


Cys Asp 

Gin 

Cys 

Gly 

Lys 

Ala 

Phe 

Gly 

Gin 



595 





600 



His 

Gin 

Arg 

lie 

His 

Ser 

Arg 

Val 

Arg 

Leu 


610 





615 




Gly Lys 

Ala 

lie 

Ser 

Ser 

Ala 

Ser 

Leu 

lie 

625 





630 





Thr Lys 

Glu 

His 

Pro 

Phe 

Lys 

Cys 

Asn 

Glu 





645 





650 

His 

Ser 

Ala 

His 

Leu 

Ser 

Lys 

His 

Gin 

Leu 




660 





665 


Pro 

Phe 

Lys 

Cys 

Ser 

Lys 

Cys 

Asp 

Arg 

Val 



675 





680 



Leu 

Val 

Gin 

His 

Glu 

Arg 

Thr 

His 

Ala 

Arg 


690 





695 




Asn 

Glu 

Cys 

Gly 

Lys 

Thr 

Phe 

Arg 

Gin 

Ser 

705 





710 





Gin Arg 

lie 

His 

Ser 

Gly 

Glu 

Lys 

Pro 

Tyr 





725 





730 

Lys 

Ala 

Phe 

Gly 

Leu 

Ser 

Ala 

Glu 

Leu 

Val 




740 





745 


Thr Gly 

Glu 

Lys 

Pro 

Tyr 

Val 

Cys 

Gin 

Glu 



755 





760 



Gin 

Ser 

Ser 

Cys 

Leu 

Ser 

lie 

His 

Arg 

Arg 


770 





775 




Pro 

Tyr 

Arg 

Cys 

Gly 

Glu 

Cys 

Gly 

Lys 

Ala 
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Glu 

Cys 

365 

Gly 

Lys 

lie 

Phe 

Ala 

380 

Leu 

His 

Ala 

Gly 

Glu 

395 

Ser 

Phe 

Arg 

His 

Asn 

400 

Ser 

Gly 

Glu 

Lys 

Pro 

415 

Tyr 

Lys 

His 

Thr 

His 

430 

Leu 

Asn 

Glu 

His 

Lys 

445 

Cys 

Gin 

Glu 

Cys 

Met 

460 

Arg 

His 

Gin 

Ala 

lie 

475 

Glu 

Cys 

Lys 

Glu 

Thr 

480 

Phe 

Lys 

Met 

His 

Thr 

495 

Val 

Lys 

Arg 

Phe 

He 

510 

Cys 

Gly 

Ser 

Arg 

Glu 

525 

Lys 

Gin 

Gly 

Phe 

Pro 

540 

Glu 

Gin 

Lys 

Glu 

Lys 

555 

Phe 

Ser 

Cys 

Ser 

Lys 

560 

Tyr 

Gly 

val 

Lys 

Pro 

575 

Phe 

Glu 

Ser 

Thr 

Arg 

590 

Leu 

lie 

His 

Tyr 

Lys 

605 

Trp 

Gly 

Glu 

Gin 

Lys 

620 

Leu 

Gin 

Ser 

Phe 

His 

635 

Cys 

Gly 

Lys 

Thr 

Phe 

640 

Ser 

lie 

His 

Ala 

Gly 

655 

Glu 

Asn 

Phe 

Thr 

Gin 

670 

Arg 

Asn 

Tyr 

Lys 

Lys 

685 

Pro 

Leu 

Val 

Cys 

Ser 

700 

Cys 

Leu 

Ser 

Lys 

His 

715 

Val 

Cys 

Asp 

Tyr 

Cys 

720 

Gly 

Arg 

His 

Gin 

Arg 

735 

lie 

His 

Cys 

Gly 

Lys 

750 

Ala 

Phe 

Thr 

Val 

His 

765 

Thr 

Gly 

Glu 

Lys 

Phe 

780 

Ala 

Gin 

Lys 

Ala 

Asn 
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785 

Leu Thr Gin His Gin 
805 

Asn Val Cys Gly Lys 
820 

Leu Arg Val His Thr 
835 

Lys Ala Phe Arg Cys 
850 

Asn Lys Gin Gin Tyr 
865 


<210> 2645 
<211> 1018 
<212> DNA 


<213> Homo 
<400> 2645 

sapiens 





ctgaccacag 

60 

agcctcttcc 

120 

agcgctgctc 

ccgagaaccc 

tgcacccctc 

aatggagtaa 

attaccataa 

ttacccatgc 

tttggggtgt 

taacagctga 

ggctattcgt 

cggtgacctg 

tgggactcga 

180 

gctattcctg 

cagctcagca 

gacctcctgg 

ccgtggcaga 

cttctgcgtt 

atgacccggc 

240 

tgctgggcta 

cgtggacccc 

ctggatccca 

gctttgtggc 

tgccgtcatc 

accatcacct 

300 

tcaatccgct 

ctactggaat 

gtggttgcac 

gatgggaaca 

caagacccgc 

aagctgagca 

360 

gggccttcgg 

atccccctac 

ctggcctgct 

actctctaag 

catcaccatc 

ctgctcctga 

420 

acttcctgcg 

ctcgcactgc 

ttcacgcagg 

ccatgctgag 

ccagcccagg 

atggagagcc 

480 

tggacacccc 

cgcggcotac: 

agcctgggcc 

tcgcgctcct 

gggactgggc 

gtcgtgctcg 

540 

tgctctccag 

cttctttgca 

otggggttcg 

ctggaacttt 

cctaggtgat 

tacttcggga 

600 

tcctcaagga 

ggcgagagtg 

accgtgttcc 

ccttcaacat 

cctggacaac 

cccatgtact 

660 

ggggaagcac 

agccaactac 

ctgggctggg 

ccatcatgca 

cgccagcccc 

acgggcctgc 

720 

tcctgacggt 

gctggtggcc 

ctcacctaca 

taatggctct 

cctatacgaa 

gagcccttca 

780 

ccgctgagat 

ctaccggcag 

aaagcctccg 

ggtcccacaa 

gaggagctga 

ttgagctgca 

840 

acagctttgc 

tgaaggcctg gccagcctcc 

tggcctgccc 

caagtggcag 

gccctgcgca 

900 

gggcgagaat 

ggtgcctgct 

gctcagggct 

cgcccccggc gtgggctgcc 

ccagtgcctt 

960 

ggaacctgct 

gccttgggga 

ccctggacgt 

gccgacatat 

ggccattgag 

ctccaaccca 

1018 

<210> 2646 

cacattccca 

ttcaccaata 

aaggcaccct 

gaccccaaaa 

aaaaaaaa 


790 



795 





800 

Arg 

lie 

His 

Thr Gly Glu 

Lys 

Pro 

Tyr 

Ser 

Cys 




810 




815 


Ala 

Phe 

Val 

Leu Ser Ala 

His 

Leu 

Asn 

Gin 

His 




825 



830 



Gin 

Glu 

Thr 

Leu Tyr Gin 

Cys 

Gin 

Arg 

Cys 

Gin 



840 



845 




His 

Ser 

Ser 

Leu Ser Arg 

His 

Gin 

Arg 

Val 

His 


855 860 
Cys Leu 
870 
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<211> 199 
<2l2> PRT 

<213 > Homo sapiens 


<400> 2646 


Met 

1 

Thr 

Arg 

Leu 

Leu 

5 

Gly 

Tyr 

Val 

Ala 

Ala 

Val 

lie 

20 

Thr 

lie 

Thr 

Phe 

Ala 

Arg 

Trp 

35 

Glu 

His 

Lys 

Thr 

Arg 

40 

Pro 

Tyr 

50 

Leu 

Ala 

Cys 

Tyr 

Ser 

55 

Leu 

Phe 

65 

Leu 

Arg 

Ser 

His 

Cys 

70 

Phe 

Thr 

Met 

Glu 

Ser 

Leu 

Asp 

85 

Thr 

Pro 

Ala 

Leu 

Gly 

Leu 

Gly 

100 

Val 

Val 

Leu 

Val 

Phe 

Ala 

Gly 

115 

Thr 

Phe 

Leu 

Gly 

Asp 

120 

Arg 

Val 

i30 

Thr 

Val 

Phe 

Pro 

Phe 

135 

Asn 

Gly 

145 

Ser 

Thr 

Ala 

Asn 

Tyr 

150 

Leu 

Gly 

Thr 

Gly 

Leu 

Leu 

Leu 

165 

Thr 

Val 

Leu 

Leu 

Leu 

Tyr 

Glu 

180 

Glu 

Pro 

Phe 

Thr 

Ser 

Gly 

Ser 

195 

His 

Lys 

Arg 

Ser 



<210> 2647 
<211> 1368 
<212 > DNA 

<213> Homo sapiens 


Asp 

Pro 

Leu 

Asp 

Pro 

Ser 

Phe 

Val 


10 





15 


Asn 

Pro 

Leu 

Tyr 

Trp 

Asn 

Val 

Val 

25 





30 



Lys 

Leu 

Ser 

Arg 

Ala 

Phe 

Gly 

Ser 





45 




Ser 

lie 

Thr 

lie 

Leu 

Leu 

Leu 

Asn 




60 





Gin 

Ala 

Met 

Leu 

Ser 

Gin 

Pro 

Arg 



75 





80 

Ala 

Tyr 

Ser 

Leu 

Gly 

Leu 

Ala 

Leu 


90 





95 


Leu 

Ser 

Ser 

Phe 

Phe 

Ala 

Leu 

Gly 

105 





110 



Tyr 

Phe 

Gly 

lie 

Leu 

Lys 

Glu 

Ala 





125 




He 

Leu 

Asp 

Asn 

Pro 

Met 

Tyr 

Trp 




140 





Trp 

Ala 

lie 

Met 

His 

Ala 

Ser 

Pro 



155 





160 

Val 

Ala 

Leu 

Thr 

Tyr 

lie 

Met 

Ala 


170 





175 


Ala 

Glu 

lie 

Tyr 

Arg 

Gin 

Lys 

Ala 

185 





190 




<400> 2647 

acgcgttctg atggtgactt cttgcatagt accaacggca ataaagaaaa gttatttcca 
60 

catgtgacac caaaaggaat taatggtata gactttaaag gggaagcgat aacttttaaa 
120 

gcaactactg ctggaatcct tgcaacactt tctcattgta ttgaactaat ggttaaacgt 
180 


gaggacagct ggcagaagag actggataag gaaactgaga agaaaagaag aacagaggaa 
240 

gcatataaaa atgcaatgac agaacttaag aaaaaatccc actttggagg accagattat 
300 

gaagaaggcc ctaacagtct gattaatgaa gaagagttct ttgatgctgt tgaagctgct 
360 

cttgacagac aagataaaat agaagaacag tcacagagtg aaaaggtgag attacattgg 
420 

cctacatcct tgccctctgg agatgccttt tcttctgtgg ggacacatag atttgtccaa 
480 
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aaggttgaag agatggtgca gaaccacatg acttactcat tacaggatgt aggcggagat 
540 

gccaattggc agttggttgt agaagaagga gaaatgaagg tatacagaag agaagtagaa 
600 

gaaaatggga ttgttctgga tcctttaaaa gctacccatg cagttaaagg cgtcacagga 
660 

catgaagtct gcaattattt ctggaatgtt gacgttcgca atgactggga aacaactata 
720 

gaaaactttc atgtggtgga aacattagct gataatgcaa tcatcattta tcaaacacac 
780 

aagagggtgt ggcctgcttc tcagcgagac gtattatatc tttctgtcat tcgaaagata 
840 

ccagccttga ctgaaaatga ccctgaaact tggatagttt gtaatttttc tgtggatcat 
900 

gacagtgctc ctctaaacaa ccgatgtgtc cgtgccaaaa taaatgttgc tatgatttgt 
960 

caaaccttgg taagcccacc agagggaaac caggaaatta gcagggacaa cattctatgc 
1020 

aagattacat atgtagctaa tgtgaaccct ggaggatggg caccagcctc agtgttaagg 
1080 

gcagtggcaa agcgagagta tcctaaattt ctaaaacgtt ttacttctta cgtccaagaa 
1140 

aaaactgcag gaaagcctat tttgttctag tattaacagt gactgaagca aggctgtgtg 
1200 

acattccatg ttggagaaaa aaagaaaaaa aaagctgaat gctctaagct ggaacgtagg 
1260 

atctatagcc ttgtctgtgg cccaagacct tggccttgtg tacaaaaatg acaaaatatt 
1320 

gcaatagcaa agctgaacat ctaacactag ctatctcttg ctagatct 
1368 

<210> 2648 
<211> 389 
<212> PRT 

<213 > Homo sapiens 
<400> 2648 

Thr Arg Ser Asp Gly Asp Phe Leu His Ser Thr Asn Gly Asn Lys Glul 
5 10 15 

Lys Leu Phe Pro His Val Thr Pro Lys Gly He Asn Gly lie Asp Phe 
20 25 30 

Lys Gly Glu Ala lie Thr Phe Lys Ala Thr Thr Ala Gly He Leu Ala 
35 40 45 

Thr Leu Ser His Cys lie Glu Leu Met Val Lys Arg Glu Asp Ser Trp 
50 55 60 

Gin Lys Arg Leu Asp Lys Glu Thr Glu Lys Lys Arg Arg Thr Glu Glu 

65 70 75 80 

Ala Tvr Lys Asn Ala Met Thr Glu Leu Lys Lys Lys Ser His Phe Gly 

85 90 95 

Gly Pro Asp Tyr Glu Glu Gly Pro Asn Ser Leu lie Asn Glu Glu Glu 
100 105 HO 

Phe Phe Asp Ala Val Glu Ala Ala Leu Asp Arg Gin Asp Lys lie Glu 
115 120 125 

Glu Gin Ser Gin Ser Glu Lys Val Arg Leu His Trp Pro Thr Ser Leu 
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130 135 140 

Pro Ser Gly Asp Ala Phe Ser Ser Val Gly Thr His Arg Phe Val Gin 

145 150 155 160 

Lys Val Glu Glu Met Val Gin Asn His Met Thr Tyr Ser Leu Gin Asp 

165 170 175 

Val Gly Gly Asp Ala Asn Trp Gin Leu Val Val Glu Glu Gly Glu Met 
180 185 190 

Lys Val Tyr Arg Arg Glu Val Glu Glu Asn Gly He Val Leu Asp Pro 
195 200 205 

Leu Lys Ala Thr His Ala Val Lys Gly Val Thr Gly His Glu Val Cys 
210 215 220 

Asn Tyr Phe Trp Asn Val Asp Val Arg Asn Asp Trp Glu Thr Thr lie 

225 230 235 240 

Glu Asn Phe His Val Val Glu Thr Leu Ala Asp Asn Ala lie lie lie 

245 250 255 

Tyr Gin Thr His Lys Arg Val Trp Pro Ala Ser Gin Arg Asp Val Leu 
260 265 270 

Tyr Leu Ser Val lie Arg Lys lie Pro Ala Leu Thr Glu Asn Asp Pro 
275 280 285 

Glu Thr Trp lie Val Cys Asn Phe Ser Val Asp His Asp Ser Ala Pro 
290 295 300 

Leu Asn Asn Arg Cys Val Arg Ala Lys lie Asn Val Ala Met lie Cys 

305 310 315 320 

Gin Thr Leu Val Ser Pro Pro Glu Gly Asn Gin Glu lie Ser Arg Asp 

325 330 335 

Asn lie Leu Cys Lys lie Thr Tyr Val Ala Asn Val Asn Pro Gly Gly 
340 345 350 

Trp Ala Pro Ala Ser Val Leu Arg Ala Val Ala Lys Arg Glu Tyr Pro 
355 360 365 

Lys Phe Leu Lys Arg Phe Thr Ser Tyr Val Gin Glu Lys Thr Ala Gly 
370 375 380 

Lys Pro lie Leu Phe 
385 

<210> 2649 

<211> 1299 

<212> DNA 

<213 > Homo sapiens 

<400> 2649 

nnggatccaa gcatggaatg ctgccgtcgg gcaactcctg gcacactgct cctctttctg 
60 

gctttcctgc tcctgagttc caggaccgca cgctccgagg aggaccggga cggcctatgg 
120 

gatgcctggg gcccatggag tgaatgctca cgcacctgcg ggggtggggc ctcctactct 
180 

ctgaggcgct gcctgagcag caagagctgt gaaggaagaa atatccgata cagaacatgc 
240 

agtaatgtgg actgcccacc agaagcaggt gatttccgag ctcagcaatg ctcagctcat 
300 

aatgatgtca agcaccatgg ccagttttat gaatggcttc ctgtgtctaa tgaccctgac 
360 

aacccatgtt cactcaagtg ccaagccaaa ggaacaaccc tggttgttga actagcacct 
420 
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aaggtcttag atggtacgcg ttgctataca gaatctttgg atatgtgcat cagtggttta 
4 BO 

tgccaaattg ttggctgcga tcaccagctg ggaagcaccg tcaaggaaga taactgtggg 
540 

gtctgcaacg gagatgggtc cacctgccgg ctggtccgag ggcagtataa atcccagctc 
600 

tccgcaacca aatcggatga tactgtggtt gcaattccct atggaagtag acatattcgc 
660 

cttgtcttaa aaggtcctga tcacttatat ctggaaacca aaaccctcca ggggactaaa 
720 

ggtgaaaaca gtctcagctc cacaggaact ttccttgtgg acaattctag tgtggacttc 
780 

cagaaatttc cagacaaaga gatactgaga atggctggac cactcacagc agatttcatt 
840 

gtcaagattc gtaactcggg ctccgctgac agtacagtcc agttcatctt ctatcaaccc 
900 

atcatccacc gatggaggga gacggatttc tttccttgct cagcaacctg tggaggaggt 
960 

tatcagctga catcggctga gtgctacgat ctgaggagca accgtgtggt tgctgaccaa 
1020 

tactgtcact attacccaga gaacatcaaa cccaaaccca agcttcagga gtgcaacttg 
1080 

gatccttgtc cagccagtga cggatacaag cagatcatgc cttatgacct ctaccatccc 
1140 

cttcctcggt gggaggccac cccatggacc gcgtgctcct cctcgtgtgg ggggggcatc 
1200 

cagagcccgg gcagtttcct gtgtggagga ggacatccag gggcatgtca cttcagtgga 
1260 

agagtggaaa tgcatgtaca cccctaagat gcccatcgc 
1299 

<210> 2650 
<211> 428 
<212> PRT 

<213> Homo sapiens 


<400> 2650 


Xaa Asp 

Pro 

Ser 

Met 

Glu 

Cys 

Cys 

Arg 

Arg 

Ala 

Thr 

Pro 

Gly Thr 

Leu 

1 




5 





10 





15 


Leu 

Leu 

Phe 

Leu 

Ala 

Phe 

Leu 

Leu 

Leu 

Ser 

Ser Arg 

Thr 

Ala 

Arg 

Ser 




20 





25 





30 



Glu 

Glu 

Asp 

Arg 

Asp 

Gly Leu 

Trp 

Asp 

Ala 

Trp Gly 

Pro 

Trp 

Ser 

GlU 



35 





40 





45 




Cys 

Ser 

Arg 

Thr 

Cys 

Gly Gly 

Gly 

Ala 

Ser 

Tyr 

Ser 

Leu 

Arg 

Arg 

Cys 


50 





55 





60 





Leu 

Ser 

Ser 

Lys 

Ser 

Cys 

Glu 

Gly 

Arg 

Asn 

He 

Arg 

Tyr 

Arg 

Thr Cys 

65 





70 





75 





80 

Ser 

Asn 

Val 

Asp 

Cys 

Pro 

Pro 

Glu 

Ala 

Gly 

Asp 

Phe 

Arg 

Ala 

Gin 

Gin 





85 





90 





95 


Cys 

Ser 

Ala 

His 

Asn 

Asp Val 

Lys 

His 

His 

Gly Gin 

Phe 

Tyr Glu Trp 




100 





105 





110 



Leu 

Pro 

Val 

Ser 

Asn 

Asp 

Pro 

Asp 

Asn 

Pro 

Cys 

Ser 

Leu 

Lys 

Cys 

Gin 



115 





120 





125 




Ala 

Lys 

Gly 

Thr 

Thr 

Leu 

Val 

Val 

Glu 

Leu 

Ala 

Pro 

Lys 

val 

Leu Asp 
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130 





135 





140 





Gly Thr 

Arg 

Cys 

Tyr 

Thr 

Glu 

Ser 

Leu 

Asp 

Met 

Cys 

lie 

Ser 

Gly 

Leu 

145 





150 





155 





160 

Cys 

Gin 

He 

Val 

Gly 

Cys 

Asp 

His 

Gin 

Leu 

Gly Ser 

Thr 

Val 

Lys 

Glu 





165 





170 





175 


Asp 

Asn 

Cys 

Gly 

Val 

Cys 

Asn 

Gly Asp 

Gly 

Ser 

Thr 

Cys 

Arg 

Leu 

Val 




180 





185 





190 



Arg Gly 

Gin 

Tyr 

Lys 

Ser 

Gin 

Leu 

Ser 

Ala 

Thr 

Lys 

Ser 

Asp 

Asp 

Thr 



195 





200 





205 




Val 

Val 

Ala 

lie 

Pro 

Tyr 

Gly 

Ser 

Arg 

His 

lie 

Arg 

Leu 

Val 

Leu 

Lys 


210 





215 





220 





Gly 

Pro 

Asp 

His 

Leu 

Tyr 

Leu 

Glu 

Thr 

Lys 

Thr 

Leu 

Gin 

Gly 

Thr 

Lys 

225 





230 





235 





240 

Gly Glu 

Asn 

Ser 

Leu 

Ser 

Ser 

Thr Gly 

Thr 

Phe 

Leu 

val 

Asp 

Asn 

Ser 





245 





250 





255 


Ser 

Val 

Asp 

Phe 

Gin 

Lys 

Phe 

Pro 

Asp 

Lys 

Glu 

lie 

Leu 

Arg 

Met 

Ala 




260 





265 





270 



Gly Pro 

Leu 

Thr 

Ala 

Asp 

Phe 

He 

val 

Lys 

lie 

Arg 

Asn 

Ser 

Gly Ser 



275 





280 





285 




Ala Asp 

Ser 

Thr 

Val 

Gin 

Phe 

lie 

Phe 

Tyr 

Gin 

Pro 

lie 

lie 

His 

Arg 


290 





295 





300 





Trp Arg 

Glu 

Thr 

Asp 

Phe 

Phe 

Pro 

Cys 

Ser 

Ala 

Thr 

Cys 

Gly 

Gly Gly 

305 





310 





315 





320 

Tyr Gin 

Leu 

Thr 

Ser 

Ala 

Glu 

Cys 

Tyr 

Asp 

Leu Arg 

Ser 

Asn Arg 

Val 





325 





330 





335 


Val 

Ala 

Asp Gin 

Tyr 

Cys 

His 

Tyr 

Tyr 

Pro 

Glu 

Asn 

lie 

Lys 

Pro 

Lys 




340 





345 





350 



Pro 

Lys 

Leu 

Gin 

Glu 

Cys 

Asn 

Leu Asp 

Pro 

Cys 

Pro 

Ala 

Ser Asp Gly 



355 





360 





365 




Tyr 

Lys 

Gin 

lie 

Met 

Pro 

Tyr 

Asp 

Leu 

Tyr 

His 

Pro 

Leu 

Pro 

Arg 

Trp 


370 





375 





380 





Glu 

Ala 

Thr 

Pro 

Trp 

Thr 

Ala 

Cys 

Ser 

Ser 

Ser 

Cys 

Gly 

Gly Gly 

lie 

385 





390 





395 





400 

Gin 

Ser 

Pro Gly 

Ser 

Phe 

Leu 

Cys 

Gly 

Gly 

Gly His 

Pro 

Gly Ala 

Cys 





405 





410 





415 


His 

Phe 

Ser Gly 

Arg 

Val 

Glu 

Met 

His 

Val 

His 

Pro 






420 425 


<210> 2651 

<211> 628 

<212 > DNA 

<213> Homo sapiens 

<4 00> 2651 

tacacagtcc tgccggctgg cttggtgggg tgccgaggct caggcagcat gacgacggag 
60 

acctttgtga agggtatcaa gcctgggctc aagaatctga accttatctt cattgtgctg 
120 

gagacaggcc gagtgaccaa gacaaaggac gggcatgagg ttcggacctg caaagtggcg 
180 

gacaaaacag gcagcatcaa tatctctgtc tgggacgatg ttggcaatct gatccagcct 
240 

ggggacatta tccggctcac caaagggtac gcttcagttt tcaaaggttg tctgacacta 
300 
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tatactggcc gtgggggtga tctgcagaag attggagaat tctgcatgga ttattctgag 
360 

gttcctaact tcagtgagcc aaacccagag tacagcaccc agcaggcacc caacaaggcg 
420 

gtgcagaacg acagcaaccc ttcagcttcc cagcctacca ctggaccctc tgctgcctct 
480 

ccagcctctg agaaccagaa tgggaatgga atgagtgccc caccaggttt ccgggtggtg 
540 

gcccacatcc ccctcatact ccctcccacc cacccagcac ccgaatcact cgaagccagc 
600 

ccaaccacac acctgcaggc ccgcctgg 
628 

<210> 2652 
<211> 209 
<212> PRT 

<213> Homo sapiens 


<400> 2652 


Tyr Thr 

Val 

Leu 

Pro 

Ala 

Gly 

Leu Val 

Gly 

Cys 

Arg 

Gly 

Ser Gly 

Ser 

1 




5 




10 





15 


Met 

Thr 

Thr 

Glu 

Thr 

Phe 

Val 

Lys Gly 

lie 

Lys 

Pro 

Gly 

Leu 

Lys 

Asn 




20 




25 





30 



Leu 

Asn 

Leu 

lie 

Phe 

lie 

Val 

Leu Glu 

Thr 

Gly Arg 

Val 

Thr 

Lys 

Thr 



35 





40 




45 




Lys 

Asp 

Gly 

His 

Glu 

Val 

Arg 

Thr Cys 

Lys 

Val 

Ala 

Asp 

Lys 

Thr Gly 


50 





55 




60 





Ser 

lie 

Asn 

lie 

Ser 

Val 

Trp 

Asp Asp 

Val 

Gly Asn 

Leu 

lie 

Gin 

Pro 

65 





70 




75 





80 

Gly Asp 

He 

lie 

Arg 

Leu 

Thr 

Lys Gly 

Tyr 

Ala 

Ser 

Val 

Phe 

Lys 

Gly 





85 




90 





95 


Cys 

Leu 

Thr 

Leu 

Tyr 

Thr 

Gly 

Arg Gly 

Gly 

Asp 

Leu 

Gin 

Lys 

He 

Gly 




100 




105 





110 



Glu 

Phe 

Cys 

Met 

Asp 

Tyr 

Ser 

Glu Val 

Pro 

Asn 

Phe 

Ser 

Glu 

Pro 

Asn 



115 





120 




125 




Pro 

Glu 

Tyr 

Ser 

Thr 

Gin 

Gin 

Ala Pro 

Asn 

Lys 

Ala 

Val 

Gin 

Asn Asp 


130 





135 




140 





Ser 

Asn 

Pro 

Ser 

Ala 

Ser 

Gin 

Pro Thr 

Thr 

Gly 

Pro 

Ser 

Ala 

Ala 

Ser 

145 





150 




155 





160 

Pro 

Ala 

Ser 

Glu 

Asn 

Gin 

Asn 

Gly Asn 

Gly 

Met 

Ser 

Ala 

Pro 

Pro 

Gly 





165 




170 





175 


Phe Arg 

Val 

Val 

Ala 

His 

lie 

Pro Leu 

lie 

Leu 

Pro 

Pro 

Thr 

His 

Pro 




180 




185 





190 



Ala 

Pro 

Glu 

Ser 

Leu 

Glu 

Ala 

Ser Pro 

•Thr 

Thr 

His 

Leu 

Gin 

Ala 

Arg 



195 





200 




205 





Leu 


<210> 2653 
<211> 2103 
<212 > DNA 

<213 > Homo sapiens 
<400> 2653 
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natattgggg ccggcggcgg gtgggagagt tctacgaggg aggggaagcg gttggacgtg 
60 

ttcgcttggg ttcctgctgc ggcagccacc tcgcaatctc tctgcatcga tcgccgctcg 
120 

caagctactg accgtactcg ggcgtattag gagccgcgtt cc agcctcac accccacggt 
180 

gctgttttcg acttcagaaa ggatctagcc tcagcacaga agcgcctcag gcgcggcgca 
240 

aagctcgagc ggacggcggg ggcggccgga gcctctctcg ggggagccgc gcctgaggag 
300 

gcggaagaac ccccctgacg cgactggcgt gtgcttctgc ccgccaccgc ccctcccgct 
360 

ctcacccggg ccgtccctgg ccactgcccc tgccgcggag gcagcggcgg cagcggctct 
420 

cctttccaca gccggcgctc cgcgacccgc ttggctcctg agcccgtcgg gtaggctctc 
480 

ctcgagttcc cgctcttcac cccttccctc accctcttct ttcgtcaccc gtccccgacc 
540 

ccacccgagc ccggcgcctc agctgccccc ggccatggcg tgcggagcca ctctgaaaag 
600 

gactctggat ttcgacccgc tgttgagccc ggcgtccccg aagcgcaggc gatgtgcgcc 
660 

attgtcggcg cccacctcgg ccgctgcctc cccgttgtcg gcggccgcgg ccaccgccgc 
720 

ctccttctcc gctgcggccg cctcgccgca gaagtatctc cgaatggagc catccccctt 
780 

cggcgacgcc: tcctcccgcc tcaccacaga acaaattctg tacaacataa aacaagagta 
840 

taaacgaatg cagaagagaa gacatttaga aacgagtttc caacagacag atccgtgttg 
900 

tacttctgat gcacagccac atgcatttct cctcagtgga ccagcttcac cagggacttc 
960 

atctgcagca tcctcaccat taaaaaaaga acagccctta tttactctac ggcaggttgg 
1020 

gatgatctgt gaacgtttgt tgaaagaacg tgaagagaaa gttcgagaag aatatgaaga 
1080 

aatattgaac acaaaacttg cagaacaata tgatgcgttt gtgaagttta cgcatgatca 
1140 

aataatgcga cgatatggag aacagcctgc tagctatgtt tcatgaatca cgtatcctgc 
1200 

atttgtgggc tgccttgttc cttgttgagt tgttgcaaga ggtcccaatt atgacatgca 
1260 

gcaatgccaa taccccttct gtgaatacag gttatttcaa gctttcgtca gtggcaacca 
1320 

ctcttaggca gcagcaactg gttttggaaa tttccctgat gtcagtacca cctggatgtg 
1380 

gacctttgct acctgtatta ataccagtgg cctcattttg ctgtatcatt acaatttggc 
1440 

ttcttatatt aatgtttgaa aaggattaaa gctggtattc tagaacatgc ccttcactgg 
1500 

ttgtgtaaat aaaactgtag aatgacactt cagatgaagt tagtgtgatt ttaattgtgc 
1560 

actacaaccg agctgtaacc agttactaat tttagaatgt aatcccagga caatattaag 
1620 
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caaatagcct gcagtgcttc ctgtgaaata gtgaaggagg agggcatttc tgtattccag 
1680 

gacttcttgg ggtttcagaa tgggtttgta tgattttttt tttttttttg tagttttatt 
1740 

tattctatca gtctttttaa caaatgttta ttgctgcatt tttttttttc cagtgtatca 
1800 

ttgttttact gcccttgtag tactggaatt tagttggaag aataaaacat ttacttctat 
1860 

tttgcttgtt tcttaatgta cagatggggt tagtatttga ataaagttgg tgttttaaaa 
1920 

cgtaagcatt ttccaggaat cagtgaagtt aattttctaa gatttgagtg ctgtttcaaa 
1980 

acactgagtt ctgattctaa atgccttctt ctgctgggcg cggtggctca tgcctgtaat 
2040 

cccagcactt tgggaggccg aggcgggagg atcacgaggt caggagatcg agactatcct 

2100 

ggc 

2103 

<210> 2654 
<211> 70 
<212> PRT 

<213> Homo sapiens 
<400> 2654 

Tyr Leu Asn Lys Val Gly Val Leu Lys Arg Lys His Phe Pro Gly lie 
1 5 10 15 

Ser Glu Val Asn Phe Leu Arg Phe Glu Cys Cys Phe Lys Thr Leu Ser 
20 25 30 

Ser Asp Ser Lys Cys Leu Leu Leu Leu Gly Ala Val Ala His Ala Cys 
35 40 45 

Asn Pro Ser Thr Leu Gly Gly Arg Gly Gly Arg He Thr Arg Ser Gly 
50 55 60 

Asp Arg Asp Tyr Pro Gly 
65 70 

<210 > 2655 
<211> 1752 
<212> DNA 

<213 > Homo sapiens 
<400 > 2655 

tttttttttc cagatctttg agttcattct cgatttttgt gattaattcc ctgagttcat 
60 

caagattagt gcaaataagc tgaaactctg gtacagtagg tgactttatg acagttttcc 
120 

tcttctttgt gattgctttt ttagagacgg atttttttcc agatttgtgc ttcttgtgtt 
180 

ttgctttttt tttgatgatc aataacttat tctggatctc aggtttgtaa gacttgaatg 
240 

caagagaatg aagaccttca cgctttctct gtaagttttc attcaaaaca tctttcaatt 
300 

tctttttttt ctttttcttc ttttttgccc tcattttagt tagtttgagt ttcttgtggc 
360 
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tctgtagtga ctgctctaat 
420 

gatcactgtg acttccattt 
480 

gactgggttc aatctttatt 
540 

ttatttcacc tggactgaga 
600 

tctctaaatt ttctttacaa 
660 

tttcatagtt ggattttact 
720 

tagcaggaca gcaagctgga 
780 

ggctatctct gctacatcta 
840 

tctccaattt aatccgaggt 
900 

cctgaaaggg tctctgttta 
960 

cataagcagt ctccaaataa 
1020 

gtccaagtac agcatcttga 
1080 

taagtagcca cactttttgg 
1140 

taacttctcc aagaacttta 
1200 

caggattttc agtttgccct 
1260 

cttcccaggt cctataaggc 
1320 

gacttaatag agaagtcatt 
1380 

aacgttccaa ttcgtaaaag 
1440 

ggaaatgccc aatagctgga 
1500 

ctagaagttt tctttcccat 
1560 

tttcctgctc ccgaagccta 
1620 

ccataaaatg ataaatttta 
1680 

agttttattt atttatttat 
1740 

gtgatgcaat ct 
1752 

<210> 2656 
<211> 493 
<212> PRT 

<213 > Homo sapiens 


agaatatccc ttacaacttt 
acatgtattt ggcaagattt 
ctggaagctt caccgtattt 
ggctctccaa agccagtaac 
caatcagttt ttttaatttc 
cccatttcaa cagagatgtc 
tcaaaattat tttcctgctc 
tgttctccat tacttgtact 
actctttgta ttttaatggg 
taaatccgta catctgcacc 
tcataacgaa gaataactgc 
acttccttat gtgtatcata 
taaaaaggta gttcgtgaaa 
aaaaactgag gacacaaccc 
acagcagtgt accactgttg 
aaagtaggtc ttcgatgtaa 
attttcgata gaaaagcatt 
actatttctg gcaaatttag 
atttcccaca tggtctccat 
tcttctattt ccttttgact 
aagaaattta acaaattata 
agtatattta tctttagtca 
ttgagacaga gtctcgctct 


gtggcagtta atttctggat 
tagagtattt tcttttaatg 
ttcctgattt tctataaacc 
ttcccctgga ctccttggtt 
acaaggcctg cgaattctaa 
atgattatcc aagatcattt 
tttcttgaag gaagagggca 
aacatagtca cacttcaatt 
tggaattgga aattctgggg 
acagaactgt ggaaaatgta 
cctgcattca tggataggct 
cacaaagtca caaagaccct 
aggtttttct tccaatggat 
cagtttttca gcacagttat 
tactttctgc ctcagcgctg 
ggtaggtctg cgatggggag 
acactgaggc atcagaagac 
aatttgctga gctaaacaaa 
acaagttgga gctgcttgag 
agcttcttct gcttcttttc 
ctattattat tcagagggta 
aaaaggcaat caactgtcct 
gtcccccagg ctgtagtgca 
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<400> 2656 


Met 

Glu 

Thr 

Met 

Trp 

Glu 

lie 

Pro 

Ala 

lie 

Gly 

His 

Phe 

Leu 

Cys 

Leu 

1 




5 





10 





15 


Ala 

Gin 

Gin 

lie 

Leu 

Asn 

Leu 

Pro 

Glu 

lie 

Val 

Phe 

Tyr 

Glu 

Leu 

Glu 




20 





25 





30 



Arg 

Cys 

Leu 

Leu 

Met 

Pro 

Gin 

Cys 

Asn 

Ala 

Phe 

Leu 

Ser 

Lys 

lie 

Met 



35 





40 





45 




Thr 

Ser 

Leu 

Leu 

Ser 

Pro 

Pro 

His 

Arg 

Arg 

Pro 

Thr 

Leu 

His 

Arg 

Arg 


50 





55 





60 





Pro 

Thr 

Leu 

Pro 

Tyr 

Arg 

Thr 

Trp 

Glu 

Ala 

Ala 

Leu 

Arg 

Gin 

Lys 

Val 

65 





70 





75 





80 

Gin 

Gin 

Trp 

Tyr 

Thr 

Ala 

Val 

Gly 

Gin 

Thr 

Glu 

Asn 

Pro 

Asp 

Asn 

Cys 





85 





90 





95 


Ala 

Glu 

Lys 

Leu 

Gly 

Leu 

Cys 

Pro 

Gin 

Phe 

Phe 

Lys 

Val 

Leu 

Gly 

Glu 




100 





105 





110 



val 

Asn 

Pro 

Leu 

Glu 

Glu 

Lys 

Pro 

Phe 

His 

Glu 

Leu 

Pro 

Phe 

Tyr 

Gin 



115 





120 





125 




Lys 

Val 

Trp 

Leu 

Leu 

Lys 

Gly 

Leu 

Cys 

Asp 

Phe 

Val 

Tyr 

Asp 

Thr 

His 


130 





135 





140 





Lys 

Glu 

Val 

Gin 

Asp 

Ala 

Val 

Leu 

Gly 

Gin 

Pro 

lie 

His 

Glu 

Cys 

Arg 

145 





150 





155 





160 

Ala 

Val 

He 

Leu 

Arg 

Tyr 

Asp 

Tyr 

Leu 

Glu 

Thr 

Ala 

Tyr 

Val 

His 

Phe 





165 





170 





175 


Pro 

Gin 

Phe 

Cys 

Gly 

Ala 

Asp 

Val 

Arg 

lie 

Tyr 

Lys 

Gin 

Arg 

Pro 

Phe 




180 





185 





190 



Gin 

Ala 

Pro 

Glu 

Phe 

Pro 

lie 

Pro 

Pro 

lie 

Lys 

lie 

Gin 

Arg 

Val 

Pro 



195 





200 





205 




Arg 

lie 

Lys 

Leu 

Glu 

Lys 

Leu 

Lys 

Cys 

Asp Tyr 

Val 

Ser 

Thr 

Ser 

Asn 


210 





215 





220 





Gly Glu 

His 

Arg 

Cys 

Ser 

Arg 

Asp 

Ser 

Leu 

Pro 

Ser 

Ser 

Phe 

Lys 

Lys 

225 





230 





235 





240 

Glu 

Gin 

Glu 

Asn 

Asn 

Phe 

Asp 

Pro 

Ala 

Cys 

Cys 

Pro 

Ala 

Lys 

Met 

lie 





245 





250 





255 


Leu Asp 

Asn 

His 

Asp 

lie 

Ser 

Val 

Glu 

Met Gly 

Val 

Lys 

Ser 

Asn 

Tyr 

- 



260 





265 





270 



Glu 

lie 

Arg 

lie 

Arg Arg 

Pro 

Cys 

Glu 

lie 

Lys 

Lys 

Thr 

Asp 

Cys 

Cys 



275 





280 





285 




Lys 

Glu 

Asn 

Leu 

Glu Lys 

Pro Arg 

Ser 

Pro Gly 

Glu 

Val 

Thr 

Gly 

Phe 


290 





295 





300 





Gly Glu 

Pro 

Leu 

Ser 

Pro 

Gly Glu 

lie 

Arg 

Phe 

lie 

Glu 

Asn 

Gin 

Glu 

305 





310 





315 





320 

Lys 

Tyr 

Gly 

Glu 

Ala 

Ser Arg 

lie 

Lys 

lie 

Glu 

Pro 

Ser 

Pro 

Leu 

Lys 





325 





330 





335 


Glu 

Asn 

Thr 

Leu 

Lys 

Ser 

Cys 

Gin 

lie 

His 

Val 

Asn 

Gly 

Ser 

His 

Ser 




340 





345 





350 



Asp His 

Pro 

Glu 

lie 

Asn 

Cys 

His 

Lys 

Val 

Val 

Arg 

Asp 

lie 

Leu 

Leu 



355 





360 





365 




Glu 

Gin 

Ser 

Leu 

Gin 

Ser 

His 

Lys 

Lys 

Leu 

Lys 

Leu 

Thr 

Lys 

Met 

Arg 


370 





375 





380 





Ala Lys 

Lys 

Lys 

Lys 

Lys 

Lys 

Lys 

Lys 

Lys 

Leu 

Lys 

Asp 

Val 

Leu 

Asn 

385 





390 





395 





400 

Glu 

Asn 

Leu 

Gin 

Arg 

Lys 

Arg 

Glu 

Gly 

Leu 

His 

Ser 

Leu 

Ala 

Phe 

Lys 





405 





410 





415 


Ser Tyr 

Lys 

Pro 

Glu 

lie 

Gin 

Asn 

Lys 

Leu 

Leu 

lie 

lie 

Lys 

Lys 

Lys 
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420 425 430 

Ala Lys His Lys Lys His Lys Ser Gly Lys Lys Ser Val Ser Lys Lys 
435 440 445 

Ala He Thr Lys Lys Arg Lys Thr Val lie Lys Ser Pro Thr Val Pro 
450 455 460 

Glu Phe Gin Leu lie Cys Thr Asn Leu Asp Glu Leu Arg Glu Leu lie 
465 470 475 480 

Thr Lys lie Glu Asn Glu Leu Lys Asp Leu Glu Lys Lys 


485 

<210> 2657 
<211> 972 
<212> DNA 

<213> Homo sapiens 
<4 00> 2657 

nnctcgagct ctccccgccc accgtctggt 
60 

agggggtcag agaccacagc ccagtagcct 
120 

gtcctgttgt ctaagggcca aggggcagta 
180 

gcgtcagatc agagttgcca tcttcaactt 
240 

gggcccaggc tactggcatc cacatgactc 
300 

aggagcctca aaactgaaat gcacgtgctt 
360 

tatggaaaca cccacacgtg tgcagatcgc 
420 

taattccagc tgggaccgcc taggagcgcc 
480 

cacagacatg aagggattcc ccgtggaatg 
540 

tataagatgc cccatgctgt gtgaaaactg 
600 

aagtgggaga cagagaccaa catctgcact 
660 

ccagagggtg gcctctgggg aggggctggc 
720 

gacttgggtg gtcatggagg atccatgcca 
780 

ccagcaccaa gcatgeatgg ttggtgatgt 
840 

ggcggctgtG caggggctgg gcatggatat 
900 

gctccccgct ccgctgcagg tggctcagga 
960 

tggggttccg ga 
972 


490 


ttatattctg ttataaatgg ggaggcctcc 
gggacaagcc gcccagtccc tctggtctct 
gcccctcctc caggggccct gagcacagag 
gatatgcccc ccacatccca gcagctctgt 
ccagggcctg agtccacact gcctgaggac 
cggaccagcc atccgtgcct gacaatgtcc 
tgcaatgaaa gggtccgtca tggggttggg 
atgcagctgt gggaacaagg ttgctgtcca 
aggttagaaa aggaagggca agagtggacg 
ccatgagaga gagacggagg aagggggaga 
gcctgtgcct gccacactct cccctcgggg 
gagaggggat gccaggcctg ggctgcagca 
tcaacggcag gctggggtgc cctccccggg 
ggaacttacg cagagcgtgg cggctgggca 
acagggctcg gtagaactcc tggcagtccc 
ggtcacagag ccgcacacgc aaggatgcct 


<2 10> 2658 
<2 11> 76 
<2 12> PRT 
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<213> Homo sapiens 
<400> 2658 

Glu Arg Asp Gly Gly Arg Gly Arg Lys Trp Glu Thr Glu Thr Asn He 
15 10 15 

Cys Thr Ala Cys Ala Cys His Thr Leu Pro Ser Gly Pro Glu Gly Gly 
20 25 30 

Leu Trp Gly Gly Ala Gly Glu Arg Gly Cys Gin Ala Trp Ala Ala Ala 
35 40 45 

Asp Leu Gly Gly His Gly Gly Ser Met Pro Ser Thr Ala Gly Trp Gly 
50 55 60 

Ala Leu Pro Gly Pro Ala Pro Ser Met His Gly Trp 
65 70 75 

<210> 2659 
<211> 691 
<212> DNA 
<2l3> Homo sapiens 

<400> 2659 

actagtgaaa gaaacggaag caagatttcc agatgtagca aatgggttta ttacggaaat 
60 

aattcatttt aagaattatt atgatctgaa tgtgaggctg aagaggaaca gaaaagaaag 
120 

aatggagaga acaccttcaa acgcattgga cccccgctgg agaagcctgt ggagaaggtg 
180 

cagagggtgg aggccctccc gaggcccgtt ccgcagaacc tgccacagcc acagatgcca 
240 

ccctatgcct tcgcgcaccc acccttcccc ctgcctcccg tgcggcctgt gttcaacaac 
300 

ttcccactca acatggggcc tatcccagcc ccgtacgtgc cccctctgcc caacgtgcgg 
360 

gtcaactatg acttcggtcc catccacatg cccctggagc acaacctgcc catgcacttt 
420 

ggcccccagc cgcggcatcg cttctgatgg ccccgaatcc ccattgagca gcacaaagcc 
480 

cgtttggggt aggagtgtgg atggagaacc ctcccccaag gctggtgtct gtaccattgc 
540 

atcctaagtc agcttgaagg gtaggctggt tttcttccca cccctttcct agaagggcta 
600 

ctgctcctgg aagagtggac ggatccataa taaagacgtc ccaaatggtg aaaaaaaaaa 
660 

aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa a 
691 

<210> 2660 
<211> 120 
<212> PRT 

<213 > Homo sapiens 
<400> 2660 

Ser Glu Cys Glu Ala Glu Glu Glu Gin Lys Arg Lys Asn Gly Glu Asn 
15 10 15 

Thr Phe Lys Arg He Gly Pro Pro Leu Glu Lys Pro Val Glu Lys Val 
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Gin 

Arg 

Val 

20 

Glu 

Ala 

Leu 

Pro 

Gin 

35 

Met 

Pro 

Pro 

Tyr 

Pro 

50 

Val 

Arg 

Pro 

Val 

Phe 

65 . 
Pro 

Ala 

Pro 

Tyr 

Val 

70 

Pro 


Pro 

Arg 

25 

Pro 

Val 

Pro 

Ala 

40 

Phe 

Ala 

His 

Pro 

55 

Asn 

Asn 

Phe 

Pro 

Leu 

Pro 

Leu 

Pro 

Asn 

75 

Val 




30 



Gin 

Asn 

45 

Leu 

Pro 

Gin 

Pro 

60 

Phe 

Pro 

Leu 

Pro 

Asn 

Met 

Gly 

Pro 

He 

80 

Arg 

Val 

Asn 

Tyr Asp 
95 

Leu 

Pro 

Met 

110 

His 

Phe 


cattacaagt tgtgatgaag 
tggagatgaa agccttgagg 
ttgaagtact agctgccatg 
tggtcctaga taatatccat 
gcaaagacct ccagtaccat 
caactttcga catctggaag 
ttggctttcg acctgttggt 
aatccctaaa catgaaaaac 
tctacaaatg ccagaacaaa 
atcttcacac tatttcttct 
attactttcc cctggctcct 
tgacatcaga tgacatgaag 
ttgatgatac tgtctatctg 
tgccatcgtc acatacaaat 
aaggacactt ctcaaaggat 
gaatggacac taacaggaat 
cagatattca aagagtagct 


85 90 

Phe Gly Pro lie His Met Pro Leu Glu His Asn 
100 105 

Gly Pro Gin Pro Arg His Arg Phe 
115 120 

<210> 2661 
<211> 1395 
<212> DNA 


<213 > Homo sapiens 

<400> 2661 
ctagttgatc agcaagtttg 
60 

tgtattggaa aagatgcacc 
120 

gaattagaca gattttctgt 
180 

aatcaccgat ctcttatact 
240 

gggtgtcctt taagaataat 
300 

aatttggatc tcttcaaggg 
360 

ttcagaaaag ttctttttat 
420 

ttaatggacc tgtttatgaa 
480 

attctatcta ttcttcatac 
540 

gaacagttcg tggaagttat 
600 

gaaaacttat tggatgcagt 
660 

tttaatcagc ttctgcaaaa 
720 

aatgcttaca agctgcatac 
780 

agggacatag ccttgtcact 
840 

gcaaaggtgg cagaggtgct 
900 

gtgcacttgc cacacaatta 
960 

caagtgctac cactttctga 
1020 


gaaaatagaa gatgtcttca 
gattgctctt aagaggaaac 
tttgaatagc caacacatgt 
cctggatgaa tgcagtaagg 
gatcaacata ttgcagtcct 
acttgcagat tatgtggctg 
cctcatttta tttgaaaacc 
gagaatagta gaggatcctg 
ttactcttct ctcaatcatg 
ggctagtgct ctgactggtt 
atattcattt tgcttgatga 
agacatcatc agtgagctgc 
tttggatact tgtctaaaac 
cccacagctg ccgcgggagc 
gagcagcctt ctgggaggtg 
tcatattgat tttgaaatca 
tgtggataca acttctgcta 
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tttccagatc 

tgcggcattt 

aactagagat 

ttcctgttgc 

ttaggagaca 

agctatctgc 

ggaaa 


tgcttattgt 

gaatgcaatg 

ggaagatgca 

tgctgtaaat 

tgcatttgta 

taagacaaaa 


ttgggttcaa 

ggttttcatg 

gtcacatttt 

gtgcaaagca 

aaaattaata 

aatgttacct 


gccaccccag 

tgatcttggt 

tgaagactaa 

cacaataaag 

aagatgacaa 

cagttcacta 


aggattcctt 

caataactgg 

aatctattca 

tgaaaatcaa 

gtcagttgtc 

ttaaaattaa 


gtgctatgtg 
1080 

gctatgaaaa 
1140 

gagatggaca 
1200 

gtagaagctc 
1260 

ccttttcata 
1320 

aatggaattg 
1380 

ttttaggagt 
1395 

<210> 2662 
<211> 415 
<212 > PRT 
<213 > Homo sapiens 


<4 00> 2662 


Leu 

Val 

Asp 

Gin 

Gin 

Val 

Trp 

Lys 

1 




5 




Val 

Val 

Met 

Lys 

Cys 

lie 

Gly 

Lys 




20 





Lys 

Leu 

Glu 

Met 

Lys 

Ala 

Leu 

Arg 



35 





40 

Asn 

Ser 

Gin 

His 

Met 

Phe 

Glu 

Val 


50 





55 


Leu 

lie 

Leu 

Leu 

Asp 

Glu 

Cys 

Ser 

65 





70 



Gly Cys 

Pro 

Leu 

Arg 

lie 

Met 

lie 





85 




Leu 

Gin 

Tyr 

His 

Asn 

Leu 

Asp 

Leu 




100 





Ala 

Ala 

Thr 

Phe 

Asp 

lie 

Trp 

Lys 



115 





120 

He 

Leu 

Phe 

Glu 

Asn 

Leu 

Gly 

Phe 


130 





135 


Phe 

Met 

Lys 

Arg 

lie 

Val 

Glu 

Asp 

145 





150 



lie 

Leu 

Ser 

He 

Leu 

His 

Thr 

Tyr 





165 




Cys 

Gin 

Asn 

Lys 

Glu 

Gin 

Phe 

Val 




180 





Gly Tyr 

Leu 

His 

Thr 

lie 

Ser 

Ser 



195 





200 

Ser 

Phe 

Cys 

Leu 

Met 

Asn 

Tyr 

Phe 


210 





215 


Leu 

Gin 

Lys 

Asp 

lie 

lie 

Ser 

Glu 

225 





230 



Asn 

Ala 

Tyr 

Lys 

Leu 

His 

Thr 

Leu 





245 




Thr 

Val 

Tyr 

Leu 

Arg 

Asp 

lie 

Ala 


lie 

Glu 

Asp 

Val 

Phe 

Thr 

Leu 

Gin 


10 . 





15 


Asp 

Ala 

Pro 

lie 

Ala 

Leu 

Lys 

Arg 

25 





30 



Glu 

Leu 

Asp Arg 

Phe 

Ser 

Val 

Leu 





45 




Leu 

Ala 

Ala 

Met 

Asn 

His 

Arg 

Ser 




60 





Lys 

Val 

Val 

Leu 

Asp 

Asn 

lie 

His 



75 





80 

Asn 

lie 

Leu 

Gin 

Ser 

Cys 

Lys 

Asp 


90 





95 


Phe 

Lys 

Gly Leu 

Ala 

Asp 

Tyr 

Val 

105 





110 



Phe 

Arg 

Lys 

Val 

Leu 

Phe 

lie 

Leu 





125 




Arg 

Pro 

Val 

Gly 

Leu 

Met 

Asp 

Leu 




140 





Pro 

Glu 

Ser 

Leu 

Asn 

Met 

Lys 

Asn 



155 





160 

Ser 

Ser 

Leu 

Asn 

His 

Val 

Tyr 

Lys 


170 





175 


Glu 

Val 

Met 

Ala 

Ser 

Ala 

Leu 

Thr 

185 





190 



Glu 

Asn 

Leu 

Leu 

Asp 

Ala 

Val 

Tyr 





205 




Pro 

Leu 

Ala 

Pro 

Phe 

Asn 

Gin 

Leu 




220 




' 

Leu 

Leu 

Thr 

Ser 

Asp 

Asp 

Met 

Lys 



235 





240 

Asp 

Thr 

Cys 

Leu 

Lys 

Leu 

Asp 

Asp 


250 





255 


Leu 

Ser 

Leu 

Pro 

Gin 

Leu 

Pro 

Arg 
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260 





265 





270 



Glu 

Leu 

Pro 

Ser 

Ser 

His 

Thr 

Asn 

Ala 

Lys 

Val 

Ala 

Glu 

Val 

Leu 

Ser 



275 





280 





285 




Ser 

Leu 

Leu Gly 

Gly Glu 

Gly His 

Phe 

Ser 

Lys 

Asp 

Val 

His 

Leu 

Pro 


290 





295 





300 





His 

Asn 

Tyr 

His 

He 

Asp 

Phe 

Glu 

lie 

Arg 

Met 

Asp 

Thr 

Asn Arg 

Asn 

305 




310 





315 





320 

Gin 

Val 

Leu 

Pro 

Leu 

Ser 

Asp 

Val 

Asp 

Thr 

Thr 

Ser 

Ala 

Thr Asp 

lie 





325 





330 





335 


Gin 

Arg 

val 

Ala 

Val 

Leu 

Cys 

Val 

Ser 

Arg 

Ser 

Ala 

Tyr 

Cys 

Leu 

Gly 



340 





345 





350 



Ser 

Ser 

His 

Pro 

Arg 

Gly 

Phe 

Leu 

Ala 

Met 

Lys 

Met 

Arg 

His 

Leu 

Asn 



355 





360 





365 




Ala 

Met 

Gly Phe 

His 

Val 

lie 

Leu 

Val 

Asn 

Asn Trp 

Glu 

Met 

Asp 

Lys 


370 





375 





380 





Leu 

Glu 

Met 

Glu 

Asp 

Ala 

Val 

Thr 

Phe 

Leu 

Lys 

Thr 

Lys 

lie 

Tyr 

Ser 

385 





390 





395 





400 

Val 

Glu 

Ala 

Leu 

Pro 

Val 

Ala 

Ala 

Val 

Asn 

Val 

Gin 

Ser 

Thr 

Gin 






405 





410 





415 



<210> 2663 

<211> 1024 

<212 > DNA 

<213 > Homo sapiens 

<400> 2663 

nngtggctgc agcggggccc gcgtggtgcc tcctgaggcg gcccccggat gaagagatct 
60 

gggaacccgg gagccgaggt aacgaacagc tcggtggcag ggcctgactg ctgcggaggc 
120 

ctcggcaata ttgattttag acaggcagac ttctgcgtta tgacccggct gctgggctac 
180 

gtggaccccc tggatcccag ctttgtggct gccgtcatca ccatcacctt caatccgctc 
240 

tactggaatg tggttgcacg atgggaacac aagacccgca agctgagcag ggccttcgga 
300 

tccccctacc tggcctgcta ctctctaagc gtcaccatcc tgctcctgaa cttcctgcgc 
360 

tcgcactgct tcacgcaggc catgctgagc cagcccagga tggagagcct ggacaccccc 
420 

gcggcctaca gcctgggcct cgcgctcctg ggactgggcg tcgtgctcgt gctctccagc 
480 

ttctttgcac tggggttcgc tggaactttc ctaggtgatt acttcgggat cctcaaggag 
540 

gcgagagtga ccgtgttccc cttcaacatc ctggacaacc ccatgtactg gggaagcaca 
600 

gccaactacc tgggctgggc catcatgcac gccagcccca cgggcctgct cctgacggtg 
66 0 

ctggtggccc tcacctacat aatggctctc ctatacgaag agcccttcac cgctgagatc 
720 

taccggcaga aagcctccgg gtcccacaag aggagctgat tgagctgcaa cagctttgct 
780 

gaaggcctgg ccagcctccc tcgtgcccca agtggcaggc cctgcgcagg gcgagaatgg 
840 
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tgcctgctgc tcagggcctc ccccggcgtg ggctgcccca gtgccttgga acctgctgcc 
900 

ttggggaccc tggacgtgcc gacatatggc cattgagctc caacccacac attcccattc 
960 

accaataaag gcaccctgac cccaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 
1020 
aaaa 
1024 

<210> 2664 
<211> 199 
<212> PRT 

<213 > Homo sapiens 
<400> 2664 


Met Thr 

Arg 

Leu 

Leu 

Gly 

Tyr 

Val 

Asp 

Pro 

Leu 

Asp 

Pro 

Ser 

Phe 

Val 

1 



5 





10 





15 


Ala Ala 

Val 

lie 

Thr 

lie 

Thr 

Phe 

Asn 

Pro 

Leu 

Tyr 

Trp 

Asn 

Val 

Val 



20 




- 

25 





30 



Ala Arg 

Trp 

Glu 

His 

Lys 

Thr 

Arg 

Lys 

Leu 

Ser 

Arg Ala 

Phe 

Gly 

Ser 


35 





40 





45 




Pro Tyr 

Leu 

Ala 

Cys 

Tyr 

Ser 

Leu 

Ser 

Val 

Thr 

lie 

Leu 

Leu 

Leu 

Asn 

50 





55 





60 





Phe Leu 

Arg 

Ser 

His 

Cys 

Phe 

Thr 

Gin 

Ala 

Met 

Leu 

Ser 

Gin 

Pro 

Arg 

65 




70 





75 





80 

Met Glu 

Ser 

Leu 

Asp 

Thr 

Pro 

Ala 

Ala 

Tyr 

Ser 

Leu Gly 

Leu 

Ala 

Leu 




85 





90 





95 


Leu Gly 

Leu 

Gly 

Val 

Val 

Leu 

Val 

Leu 

Ser 

Ser 

Phe 

Phe 

Ala 

Leu 

Gly 



100 





105 





110 



Phe Ala 

Gly 

Thr 

Phe 

Leu 

Gly Asp Tyr 

Phe 

Gly 

He 

Leu 

Lys 

Glu 

Ala 


115 





120 





125 




Arg Val 

Thr 

Val 

Phe 

Pro 

Phe 

Asn 

He 

Leu 

Asp 

Asn 

Pro 

Met 

Tyr 

Trp 

130 





135 





140 





Gly Ser 

Thr 

Ala 

Asn 

Tyr 

Leu Gly Trp 

Ala 

lie 

Met 

His 

Ala 

Ser 

Pro 

145 




150 


A 



155 





160 

Thr Gly 

Leu 

Leu 

Leu 

Thr 

Val 

Leu 

Val 

Ala 

Leu 

Thr 

Tyr 

lie 

Met 

Ala 



165 





170 





175 


Leu Leu 

Tyr 

Glu 

Glu 

Pro 

Phe 

Thr 

Ala 

Glu 

lie 

Tyr 

Arg 

Gin 

Lys 

Ala 



180 





185 





190 



Ser Gly 

Ser 

His 

Lys 

Arg 

Ser 











195 


<210> 2665 
<211> 720 
<212> DNA 

<213 > Homo sapiens 
<4 00> 2665 

nnccgcgggc atgtctgtgt gtatgtgtgt gtgtgcacgc gcgtgcatgc atgcatgctg 
60 

cgaggggagg aagggaagcg tggaaggggg gagagagttg ttgtctagcc tctgagagca 
120 

gcgccaatgc gaagcgttgc agtcgcttga ctcacctgag gctctccaag gataccttca 
180 
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atgcctgcac tgtaagggag ctgcttttcc cgggtgctgg cgagaacgga agccttcctt 
240 

tgacgttttt ctaaacatgg gatgcagtct gtgcagcctg cagaagcaag aggagcagta 
300 

caaattactt atgaagtttg tcaggtcaac ggcagagact tatccagagc aactcatgac 
360 

caggctgtgg aagctttcaa gacagccaag gagcccatag tggtgcaggt gttgagaaga 
420 

acaccaagga ccaaaatgtt cacgcctcca tcagagtctc agctggtgga cacgggaacc 
480 

caaaccgaca tcacctttga acatatcatg gccctcacta agatgtcctc tcccagccca 
540 

cccgtgctgg atccctatct cttgccagag gagcatccct cagcccatga atactacgat 
600 

ccaaatgact acattggaga catccatcag gagatggaca gggaggagct ggagctggag 
660 

gaagtggacc tctacagaat gaacagccag gacaagctgg gcctcactgt gtgctaccgg 
720 

<210> 2666 
<211> 153 
<212> PRT 

<213> Homo sapiens 
<400> 2666 

Met Gin Ser Val Gin Pro Ala Glu Ala Arg Gly Ala Val Gin lie Thr 
1 5 10 15 

Tyr Glu Val Cys Gin Val Asn Gly Arg Asp Leu Ser Arg Ala Thr His 
20 25 30 

Asp Gin Ala Val Glu Ala Phe Lys Thr Ala Lys Glu Pro He Val Val 
35 40 45 

Gin Val Leu Arg Arg Thr Pro Arg Thr Lys Met Phe Thr Pro Pro Ser 
50 55 60 

Glu Ser Gin Leu Val Asp Thr Gly Thr Gin Thr Asp lie Thr Phe Glu 

65 70 75 80 

His lie Met Ala Leu Thr Lys Met Ser Ser Pro Ser Pro Pro Val Leu 

85 90 95 

Asp Pro Tyr Leu Leu Pro Glu Glu His Pro Ser Ala His Glu Tyr Tyr 
100 105 HO 

Asp Pro Asn Asp Tyr lie Gly Asp lie His Gin Glu Met Asp Arg Glu 
115 120 125 

Glu Leu Glu Leu Glu Glu Val Asp Leu Tyr Arg Met Asn Ser Gin Asp 
130 135 140 

Lys Leu Gly Leu Thr Val Cys Tyr Arg 
145 150 

<210> 2667 
<211> 289 
<212> DNA 

<213> Homo sapiens 
<4 00> 2667 

nccatgggga atgggatgaa caagatcctg cccggcctgt acatcggcaa cttcaaagat 
60 
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gccagagacg cggaacaatt ga.gcaaga.ac aaggggaacc ctttttctgt ttgtccccga 
120 

tgggtgccag gcctatgttg gaggacaaga catttcaaag aaagtattaa attcattcac 
180 

gagtgccggc tccgcgggga gagctgcctt gtacactgcc tggccggggt ctccaggagc 
240 

gtgacactgg tgatcgcata catcatgacc gtcactgact ttggctggg 
289 

<210> 2668 
<211> 96 
<212 > PRT 

<213 > Homo sapiens 
<400 > 2668 

Xaa Met Gly Asn Gly Met Asn Lys He Leu Pro Gly Leu Tyr lie Gly 
1 5 10 15 

Asn Phe Lys Asp Ala Arg Asp Ala Glu Gin Leu Ser Lys Asn Lys Gly 
20 25 30 

Asn Pro Phe Ser Val Cys Pro Arg Trp Val Pro Gly Leu Cys Trp Arg 
35 40 45 

Thr Arg His Phe Lys Glu Ser lie Lys Phe lie His Glu Cys Arg Leu 
50 55 60 

Arg Gly Glu Ser Cys Leu Val His Cys Leu Ala Gly Val Ser Arg Ser 

65 70 75 80 

Val Thr Leu Val lie Ala Tyr lie Met Thr Val Thr Asp Phe Gly Trp 

85 90 95 

<210> 2669 
<211 > 4285 
<212 > DNA 

<213 > Homo sapiens 
<400> 2669 

gcgcgccggt aaaaatggcg aaatgggggt aggcggcgct ggacctgaag agatggggcg 
60 

cgcaggtggg gcggttgtca gagccccctg acgtgggcgc cgggctttta tcggcgattt 
120 

gatctggcga cctcgggccg gcgcctaaga ggtcagactg cggagcctgc gggtcgccag 
180 

cggccccgcc gagagccgga ggcaatggat gaacagagcg tggagagcat tgctgaggtt 
240 

ttccgatgtt tcatttgtat ggagaaattg cgggatgcac gcctgtgtcc tcattgctcc 
300 

aaactgtgtt gtttcagctg tattaggcgc tggctgacag agcagagagc tcaatgtcct 
360 

cattgccgtg ctccactcca gctacgagaa ctagtaaatt gtcgttgggc agaagaagta 
420 

acacaacagc ttgatactct tcaactctgc agtctcacca aacatgaaga aaatgaaaag 
480 

gacaaatgtg aaaatcacca tgaaaaactt agtgtatttt gctggacttg taagaagtgt 
540 

atctgccatc agtgtgcact ttggggagga atgcatggcg gacatacctt taaacctttg 
600 
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gcagaaattt atgagcaaca cgtcactaaa gtgaatgaag aggtagccaa acttcgtcgg 
660 

cgtctcatgg aactgatcag cttagttcaa gaagtggaaa ggaatgtaga agctgtaaga 
720 

aatgcaaaag atgagcgtgt tcgggaaatt aggaatgcag tggagatgat gattgcacgg 
780 

ttagacacac agctgaagaa taagcttata acactgatgg gtcagaagac atctctaacc 
840 

caagaaacag agcttttgga atccttactt caggaggtgg agcaccagtt gcggtcttgt 
900 

agtaagagtg agttgatatc taagagctca gagatcctta tgatgtttca gcaagttcat 
960 

cggaagccca tggcatcttt tgttaccact cctgttccac cagactttac cagtgaatta 
1020 

gtgccatctt acgattcagc tacttttgtt ttagagaatt tcagcacttt gcgtcagaga 
1080 . 

gcagatcctg tttacagtcc acctcttcaa gtttcaggac tttgctggag gttaaaagtt 
1140 

tacccagatg gaaatggagt tgtgcgaggt tactacttat ctgtgtttct ggagctctca 
1200 

gctggcttgc ctgaaacttc taaatatgaa tatcgtgtag agatggttca ccagtcctgt 
1260 

aatgatccta caaaaaatat cattcgagaa tttgcatctg actttgaagt tggagaatgc 
1320 

tggggctata atagattttt ccgtttggac ttactcgcaa atgaaggata cttgaatcca 
1380 

caaaatgata cagtgatttt aaggtttcag gtacgttcac caactttctt tcaaaaatcc 
1440 

cgggaccagc attggtacat tactcagttg gaagctgcac agactagtta tatccaacaa 
1500 

ataaacaacc ttaaagagag acttactatt gagctgtctc gaactcagaa gtcaagagat 
1560 

ttgtcaccac cagataacca tcttagcccc caaaatgatg atgctctgga gacacgagct 
1620 

aagaagtctg catgctctga catgcttctc gaaggtggtc ctactacagc ttctgtaaga 
1680 

gaggccaaag aggatgaaga agatgaggag aagattcaga atgaagatta tcatcacgag 
1740 

ctttcagatg gagatctgga tctggatctt gtttatgagg atzgaagtaaa tcagctcgat 
1800 

ggcagcagtt cctctgctag ttccacagca acaagtaata cagaagaaaa tgatattgat 
1860 

gaagaaacta tgtctggaga aaatgatgtg gaatataaca acatggaatt agaagaggga 
1920 

gaactcatgg aagatgcagc tgctgcagga cccgcaggta gtagccatgg ttatgtgggt 
1980 

tccagtagta gaatatcaag aagaacacat ttatgctccg ctgctaccag tagtttacta 
2040 

gacattgatc cattaatttt aatacatttg ttggacctta aggaccggag cagtatagaa 
2100 

aatttgtggg gcttacagcc tcgcccacct gcttcacttc tgcagcccac agcatcatat 
2160 

tctcgaaaag ataaagacca aaggaagcaa caggcaatgt ggcgagtgcc ctctgattta 
.2220 
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aagatgctaa aaagactcaa 
2280 

aagaatacac tttcagaaat 
2340 

cttttttctg ctgaccaggc 
2400 

caggatttgg gaatggaact 
2460 

tccacaaata agaagagtaa 
2520 

tcacttcgaa gagcagtgga 
2580 

ctgtctgaag gctccccagg 
2640 

ttgatacatg gcagtatcgg 
2700 

ttggattcag atgctgttgt 
2760 

aggaaaatgg tcaccttggg 
2820 

actgatttgg aaaataattc 
2880 

tcagctgccc ctgaagaagg 
2940 

gaggagcagg aagagcatac 
3000 

cagcccccgg atgaagatac 
3060 

gatctcagct tcaatacaga 
3120 

cttgcaagct accttgaccc 
3180 

agataatcag atttggtctt 
3240 

tgttggaagg tggcacagtt 
' 3300 

gaagagttct ttgtaatgta 
3360 

gtacattcac aaaaggcagt 
3420 

gtacctccag gccctgcatg 
3480 

ggctagagct tagttgtgtt 
3540 

cattagtgcc tgtagattag 
3600 

cactatgtga ataactgaag 
3660 

tctcacttgt tcaagtacag 
3720 

ttctacaaat gttattttaa 
3780 

tgtagacacg tgtaagatta 
3840 


aactcaaatg gccggagttc 
aaaaagcagc agtgctgctt 
agctctggct gcatgtggaa 
cctggcaaag tcatcagttg 
ttcgcccaag ccagctcgat 
ccctggagaa aatagtcgtt 
aagctctcag tctgggagca 
tgatattctg cccaaaactg 
ggttgcagtt ttcagtggct 
ggctaatgct aaaggaggtc 
tgaaactgga gagttacagc 
aatgagtagc gacagtgaca 
cagtgtgggc gggtttcacg 
acattccagt tttcctgatg 
tgaaaatagt ggaaggtaat 
tgaattttgc tgtagttggt 
atttcttcat tatctcgacc 
tagtctaaga cagcagtagt 
aggaaataac aatgtagttc 
ttgtctacta cagcagaagg 
ccgtcagtaa cccgcccggc 
taaataatca tctttatatt 
tgaacagaaa attgctttgg 
taacactaga ctgaatctcc 
gcacactgtt caaccgcatg 
atgaaattaa gttaacatgg 
tttaaaattc tttcattttt 


gatgtatgaa aactgatgta 
ctggagacat gcagacaagc 
ctgaaaactc tggcagattg 
ccaattgtta catacgaaac 
ccagtgtagc aggtagtcta 
caaagggaga ctgtcagact 
ggcacagttc tccccgagcc 
aagaccggca gtgtaaagct 
tgcctgcggt tgagaaaagg 
atctggaagg actgcagatg 
ctgtactacc tgaaggagct 
ttgaatgtga cactgagaat 
actccttcat ggtcatgaca 
gtgaacaaat aggccctgaa 
tgccaaatca agagaactga 
gctcaaattt gtcatcagtc 
tgaaatagta atttggaaac 
acatgggaaa aacagtatgg 
tctattaatt tagcaaattt 
ctggttaact gccagaaaat 
attggtgctc tactgtcttt 
tggggtttta attacagttc 
aagagattct gccctgtaga 
tttttggagt atgtatcttc 
gtatctttct gttgtgtgac 
attcattacg ttcctggccc 
ttctgcctct tactatacga 
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ctgtagtgca acaaatattt taaagccccc ttttcttctt tattttcatt agttgtacat 
3900 

tgatttcagt gtcaacacat ttaaagattc attcatgttg cacagtggct tacatgaacg 
3960 

tgaaactgtg atataaggtt ttctttcata ctcataatta gcccaaaaca gttgccaaac 
4020 

tttgccattg tgctcctgca tttgtgtttg agctgctata tatttgtgga aattacactg 
4080 

aaagttgact aagagactat tgaaaaagca tgaataatta aatatacatg tgagagacat 
4140 

ctcatctgct gtattttact tagtgaatat tgttcactct tccgtgtctg atgtcttgct 
4200 

gaatgctgtg actcatagtt tacttttgtt caaaatagtt tgcacttttt gttaataaaa 
4260 

tcaacttgag aaaaaaaaaa aaaaa 
4285 

<210> 2670 

<211 > 979 

<212 > PRT 

<213 > Homo sapiens 


<400 > 2670 


Ala 

Glu 

Pro 

Ala 

Gly 

Arg 

Gin 

Arg 

Pro Arg 

Arg 

Glu 

Pro 

Glu 

Ala 

Met 

1 




5 





10 





15 


Asp 

Glu 

Gin 

Ser 

Val 

Glu 

Ser 

lie 

Ala 

Glu 

Val 

Phe 

Arg 

Cys 

Phe 

lie 



20 





25 





30 



Cys 

Met 

Glu Lys 

Leu 

Arg 

Asp 

Ala Arg 

Leu 

Cys 

Pro 

His 

Cys 

Ser 

Lys 



35 





40 





45 




Leu 

Cys 

Cys 

Phe 

Ser 

Cys 

lie 

Arg 

Arg 

Trp 

Leu 

Thr 

Glu 

Gin Arg 

Ala 


50 





55 





60 





Gin 

Cys 

Pro, His 

Cys 

Arg 

Ala 

Pro 

Leu 

Gin 

Leu 

Arg 

Glu 

Leu 

Val 

Asn 

65 




70 





75 





80 

Cys 

Arg 

Trp Ala 

Glu 

Glu 

Val 

Thr 

Gin 

Gin 

Leu 

Asp 

Thr 

Leu 

Gin 

Leu 



85 





90 





95 


Cys 

Ser 

Leu 

Thr 

Lys 

His 

Glu 

Glu 

Asn 

Glu 

Lys 

Asp 

Lys 

Cys 

Glu 

Asn 



100 





105 





110 



His 

His 

Glu 

Lys 

Leu 

Ser 

Val 

Phe 

Cys 

Trp 

Thr 

Cys 

Lys 

Lys 

Cys 

lie 



115 





120 





125 




Cys 

His 

Gin 

Cys 

Ala 

Leu 

Trp 

Gly Gly Met 

His 

Gly 

Gly 

His 

Thr 

Phe 

130 





135 





140 





Lys 

Pro 

Leu 

Ala 

Glu 

lie 

Tyr 

Glu 

Gin 

His 

Val 

Thr 

Lys 

Val 

Asn 

Glu 

145 





150 





155 





160 

Glu 

Val 

Ala 

Lys 

Leu 

Arg 

Arg 

Arg 

Leu 

Met 

Glu 

Leu 

lie 

Ser 

Leu 

Val 





165 





170 





175 


Gin 

Glu 

Val 

Glu 

Arg 

Asn 

Val 

Glu 

Ala 

Val 

Arg 

Asn 

Ala 

Lys 

Asp 

Glu 




180 




185 





190 



Arg 

Val 

Arg 

Glu 

He 

Arg 

Asn 

Ala 

Val 

Glu 

Met 

Met 

lie 

Ala 

Arg 

Leu 



195 





200 





205 




Asp 

Thr 

Gin 

Leu 

Lys 

Asn 

Lys 

Leu 

lie 

Thr 

Leu 

Met 

Gly 

Gin 

Lys 

Thr 


210 





215 





220 





Ser 

Leu 

Thr 

Gin 

Glu 

Thr 

Glu 

Leu 

Leu 

Glu 

Ser 

Leu 

Leu 

Gin 

Glu 

Val 

225 





230 





235 





240 

Glu 

His 

Gin 

Leu 

Arg 

Ser 

Cys 

Ser 

Lys 

Ser 

Giu 

Leu 

lie 

Ser 

Lys 

Ser 
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Ser 

Glu lie 

Leu 

245 

Met 

Met 

Ser 

Phe Val 

260 

Thr 

Thr 

Pro 

Pro 

275 
Ser Tyr 

Asp 

Ser 

Ala 

Arg 

290 

Gin Arg 

Ala 

Asp 

Pro 

305 

Leu 

Cys Trp 

Arg 

Leu 

310 

Lys 

Gly 

Tyr Tyr 

Leu 

325 

Ser 

Val 

Thr 

Ser Lys 

340 

Tyr 

Glu 

Tyr 

Asp 

.355 
Pro Thr 

Lys 

Asn 

lie 

Gly 

370 

Glu Cys 

Trp 

Gly 

Tyr 

385 

Asn 

Glu Gly 

Tyr 

Leu 

390 

Asn 

Gin 

Val Arg 

Ser 

405 

Pro 

Thr 

Tyr 

lie Thr 

420 

Gin 

Leu 

Glu 

Asn 

435 
Asn Leu 

Lys 

Glu 

Arg 

Ser 

450 

Arg Asp 

Leu 

Ser 

Pro 

465 

Asp 

Ala Leu 

Glu 

Thr 

470 

Arg 

Leu 

Glu Gly 

Gly 

485 

Pro 

Thr 

Glu 

Glu Asp 

500 

Glu 

Glu 

Lys 

Ser 

515 
Asp Gly 

Asp 

Leu 

Asp 

Gin 

530 

Leu Asp 

Gly 

Ser 

Ser 

545 

Thr 

Glu Glu 

Asn 

Asp 

550 

lie 

Val 

Glu Tyr 

Asn 

565 

Asn 

Met 

Ala 

Ala Ala 

580 

Ala 

Gly 

Pro 

Ser 

595 
Ser Arg 

He 

Ser 

Arg 

Ser 

610 

Leu Leu 

Asp 

lie 

Asp 

625 

Lys 

Asp Arg 

Ser 

Ser 

630 

lie 

Pro 

Ala Ser 

Leu 

645 

Leu 

Gin 

Asp 

Gin Arg 

660 

Lys 

Gin 

Gin 


250 


Phe 

Gin 

Gin 

Val 

His 

Arg 

Val 

Pro 

265 

Pro 

Asp 

Phe 

Thr 

Thr 

280 

Phe 

Val 

Leu 

Glu 

Asn 

295 

Val 

Tyr 

Ser 

Pro 

Pro 

300 

Leu 

Val 

Tyr 

315 

Pro Asp Gly 

Asn 

Phe 

Leu 

Glu 

330 

Leu 

Ser 

Ala 

Arg 

Val 

345 

Glu 

Met 

Val 

His 

lie 

360 

Arg 

Glu 

Phe 

Ala 

Ser 

375 

Asn 

Arg 

Phe 

Phe 

Arg 

380 

Leu 

Pro 

Gin 

Asn Asp 

395 

Thr 

Val 

Phe 

Phe 

Gin 

410 

Lys 

Ser 

Arg 

Ala 

Ala 

425 

Gin 

Thr 

Ser 

Tyr 

Leu 

440 

Thr 

lie 

Glu 

Leu 

Ser 

455 

Pro 

Asp 

Asn 

His 

Leu 

460 

Ser 

Ala 

Lys 

Lys 

Ser 

475 

Ala 

Cys 

Thr 

Ala 

Ser 

490 

Val 

Arg 

Glu 

lie 

Gin 

505 

Asn 

Glu 

Asp 

Tyr 

520 
Leu Asp 

Leu 

Val 

Tyr 

Glu 

535 

Ser 

Ser 

Ala 

Ser 

Ser 

540 

Thr 

Asp 

Glu 

Glu 

Thr 

555 

Met 

Ser 

Glu 

Leu 

Glu 

570 

Glu 

Gly 

Glu 

Ala Gly 

585 

Ser 

Ser 

His 

Gly 

Arg 

600 

Thr 

His 

Leu 

Cys 

Ser 

615 

Pro 

Leu 

lie 

Leu 

lie 

620 

His 

Glu 

Asn 

Leu 

Trp 

635 

Gly 

Leu 

Pro 

Thr 

Ala 

650 

Ser 

Tyr 

Ser 

Ala 

Met 

665 

Trp Arg 

Val 

Pro 


PCT/US00/08621 


Lys 

Pro 

255 

Met 

Ala 

Ser 

270 

Glu 

Leu 

Val 

285 

Phe 

Ser 

Thr 

Leu 

Gin 

Val 

Ser 

Gly 

Gly 

Val 

Val 

320 

Arg 

Gly 

Leu 

335 

Pro 

Glu 

Gin 

350 

Ser 

Cys 

Asn 

365 

Asp 

Phe 

Glu 

Val 

Asp 

Leu 

Leu 

Ala 

lie 

Leu 

Arg 

400 

Phe 

Asp 

Gin 

415 

His 

Trp 

lie 

430 

Gin 

Gin 

lie 

445 

Arg 

Thr 

Gin 

Lys 

Pro 

Gin 

Asn 

Asp 

Ser 

Asp 

Met 

480 

Leu 

Ala 

Lys 

495 

Glu 

Asp 

His 

510 

His 

Glu 

Leu 

525 

Asp 

Glu 

Val 

Asn 

Ala 

Thr 

Ser 

Asn 

Gly 

Glu 

Asn 

560 

Asp 

Leu 

Met 

575 

Glu 

Asp 

Tyr 

590 

Val 

Gly 

Ser 

605 

Ala 

Ala 

Thr 

Ser 

Leu 

Leu 

Asp 

Leu 

Gin 

Pro 

Arg 

640 

Pro 

Arg 

Lys 

655 

Asp 

Lys 

Ser 

670 

Asp 

Leu 

Lys 
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675 





680 





685 




Met 

Leu Lys Arg 

Leu 

Lys 

Thr 

Gin 

Met 

Ala 

Gly 

Val 

Arg 

Cys 

Met 

Lys 


690 





695 





700 





Thr 

Asp 

Val 

Lys 

Asn 

Thr 

Leu 

Ser 

Glu 

lie 

Lys 

Ser 

Ser 

Ser 

Ala 

Ala 

705 





710 





715 





720 

Ser 

Gly Asp 

Met 

Gin 

Thr 

Ser 

Leu 

Phe 

Ser 

Ala 

Asp 

Gin 

Ala 

Ala 

Leu 





725 





730 





735 


Ala 

Ala 

Cys Gly 

Thr 

Glu 

Asn 

Ser 

Gly 

Arg 

Leu 

Gin 

Asp 

Leu 

Gly 

Met 




740 





745 





750 



Glu 

Leu 

Leu 

Ala 

Lys 

Ser 

Ser 

Val 

Ala 

Asn 

Cys 

Tyr 

lie 

Arg 

Asn 

Ser 



755 





760 





765 




Thr 

Asn 

Lys 

Lys 

Ser 

Asn 

Ser 

Pro 

Lys 

Pro 

Ala 

Arg 

Ser 

Ser 

Val 

Ala 


770 





775 





780 





Gly 

Ser 

Leu 

Ser 

Leu 

Arg 

Arg 

Ala 

Val 

Asp 

Pro 

Gly 

Glu 

Asn 

Ser 

Arg 

785 





790 





795 





800 

Ser 

Lys Gly Asp 

Cys 

Gin 

Thr 

Leu 

Ser 

Glu 

Gly 

Ser 

Pro 

Gly 

Ser 

Ser 





805 





810 





815 


Gin 

Ser 

Gly Ser 

Arg 

His 

Ser 

Ser 

Pro 

Arg 

Ala 

Leu 

lie 

His 

Gly 

Ser 




820 





825 





830 



He 

Gly Asp 

lie 

Leu 

Pro 

Lys 

Thr 

Glu 

Asp 

Arg 

Gin 

Cys 

Lys 

Ala 

Leu 



835 





840 





845 




Asp 

Ser 

Asp 

Ala 

Val 

Val 

Val 

Ala 

Val 

Phe 

Ser 

Gly 

Leu 

Pro 

Ala 

Val 


850 





855 





860 





Glu 

Lys 

Arg 

Arg 

Lys 

Met 

Val 

Thr 

Leu 

Gly 

Ala 

Asn 

Ala 

Lys 

Gly 

Gly 

865 





870 





875 





880 

His 

Leu 

Glu 

Gly 

Leu 

Gin 

Met 

Thr 

Asp 

Leu 

Glu 

Asn 

Asn 

Ser 

Glu 

Thr 





885 





890 





895 


Gly 

Glu 

Leu 

Gin 

Pro 

Val 

Leu 

Pro 

Glu 

Gly 

Ala 

Ser 

Ala 

Ala 

Pro 

Glu 




900 





905 





910 



Glu 

Gly Met 

Ser 

Ser 

Asp 

Ser 

Asp 

lie 

Glu 

Cys 

Asp 

Thr 

Glu 

Asn 

Glu 



91S 





920 





925 




Glu 

Gin 

Glu 

Glu 

His 

Thr 

Ser 

Val 

Gly 

Gly 

Phe 

His 

Asp 

Ser 

Phe 

Met 


930 





935 





940 





Val 

Met 

Thr 

Gin 

Pro 

Pro 

Asp 

Glu 

Asp 

Thr 

His 

Ser 

Ser 

Phe 

Pro 

Asp 

945 





950 





955 





960 

Gly 

Glu 

Gin 

lie 

Gly 

Pro 

Glu 

Asp 

Leu 

Ser 

Phe 

Asn 

Thr 

Asp 

Glu 

Asn 





965 





970 





975 



Ser Gly Arg 


<210> 2671 

<211> 814 

<212> DNA 

<213 > Homo sapiens 

<400> 2671 

nnacgcgtgc gcagaagggc gggaagggag aggagacacg ccggggccca gcgccggccg 
60 

gcctgacccc ctcagtctgt ctctatgggc gcgcgccgac agcctcgcgc accggccccg 
120 

gggccccggc tgagggtgcg cgcgcagcac cccgggaagg tgggggggag gcggtggcgg 
180 

aaagattcgc gcgcagtcag ccgtcatggg agggggaact gtggggcgtt cgccatcttg 
240 
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tctccctctc cttacctgcg tcctcggggg cgtgcgcacc accccccctc ccgcctagga 
300 

ggggggaggg ccccctcttg gccaccgcct tcgcggcctt taaactcccc tggagactgc 
360 

ggctactgcc accgccttgc ctccactgcc tcttcgcgca gcacacagat gcggacggtg 
420 

ggtgggaaaa agggcgacgc tactcccagc gaaccgccgc tgccgctccc gaggcctnca 
480 

ccaaaatggc cgccgccgtc tcggccgcca ccaccaccac taccaccacc actcgctcgg 
540 

aatcgctatc gccggcgcgg cccgtcttct cgcgagagac aatcacccag taagctgcag 
600 

caagttagca gtggaacctg ggcctcccga ttcccatggc agcccacttc tgtagcgctg 
660 

cttcgtttta cgcgaggatg gtttcctgat agctttcaaa cacctttgcc atctcttcgc 
720 

aaactttcta gattaagaat ccctttgaga atctgatacc tttaccccag aatagaacaa 
780 

taaataacag ctaccttcta ctgacactaa aaaa 
814 

<210 > 2672 

<211> 223 

<212 > PRT 

<213> Homo sapiens 


<4 00 > 2672 


Met Gly Ala 

Arg 

Arg 

Gin 

Pro 

Arg 

Ala 

Pro 

Ala 

Pro 

Gly 

Pro 

Arg 

Leu 

1 



5 





10 





15 


Arg Val 

Arg 

Ala 

Gin 

His 

Pro 

Gly 

Lys 

Val 

Gly Gly 

Arg 

Arg 

Trp 

Arg 



20 





25 





30 



Lys Asp 

Ser 

Arg 

Ala 

Val 

Ser 

Arg 

His 

Gly 

Arg 

Gly 

Asn 

Cys 

Gly 

Ala 


35 





40 





45 




Phe Ala 

He 

Leu 

Ser 

Pro 

Ser 

Pro 

Tyr 

Leu 

Arg 

Pro 

Arg 

Gly 

Arg 

Ala 

50 ' 





55 





60 





His His 

Pro 

Pro 

Ser 

Arg 

Leu 

Gly 

Gly 

Gly 

Arg 

Ala 

Pro 

Ser 

Trp 

Pro 

65 




70 





75 





80 

Pro Pro 

Ser 

Arg 

Pro 

Leu 

Asn 

Ser 

Pro 

Gly 

Asp 

Cys 

Gly 

Tyr 

Cys 

His 




85 





90 





95 


Arg Leu 

Ala 

Ser 

Thr 

Ala 

Ser 

Ser 

Arg 

Ser 

Thr 

Gin 

Met 

Arg 

Thr 

Val 



100 





105 





110 



Gly Gly 

Lys 

Lys 

Gly 

Asp 

Ala 

Thr 

Pro 

Ser 

Glu 

Pro 

Pro 

Leu 

Pro 

Leu 


115 





120 





125 




Pro Arg 

Pro 

Xaa 

Pro 

Lys 

Trp 

Pro 

Pro 

Pro 

Ser 

Arg 

Pro 

Pro 

Pro 

Pro 

130 





135 





140 





Pro Leu 

Pro 

Pro 

Pro 

Leu 

Ala 

Arg 

Asn 

Arg 

Tyr 

Arg 

Arg 

Arg 

Gly 

Pro 

145 




150 





155 





160 

Ser Ser 

Arg 

Glu 

Arg 

Gin 

Ser 

Pro 

Ser 

Lys 

Leu 

Gin 

Gin 

Val 

Ser 

Ser 




165 





170 





175 


Gly Thr 

. Trp 

Ala 

Ser 

Arg 

Phe 

Pro 

Trp 

Gin 

Pro 

Thr 

Ser 

Val 

Ala 

Leu 



180 





185 





190 



Leu Arg 

Phe 

Thr 

Arg 

Gly 

Trp 

Phe 

Pro 

Asp 

Ser 

Phe 

Gin 

Thr 

Pro 

Leu 


195 





200 





205 




Pro Ser 

Leu 

Arg 

Lys 

Leu 

Ser 

Arg 

Leu 

Arg 

lie 

Pro 

Leu 

Arg 

lie 
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210 

<210> 2673 
<211> 5035 
<212> DNA 

<213 > Homo sapiens 
<400> 2673 

cggggacggg ggcccggtgg 
60 

ttcagagcga tgattccccc 
120 

ctgaagcagg aggaggagac 
180 

ctcactaaga acatggtgtc 
240 

aactccatca tccctgtgca 
300 

gagaagacgc tgtcctgcct 
360 

gagaagatca tcagagaggg 
420 

aagattcaga aggcagtgga 
480 

aaagtgaaac tgctctttga 
540 

atgacgcggc acagtaaggt 
600 

gatgatctgg aggcccagga 
660 

gatgtcattc gcatctcccg 
720 

gtctactacc agatacgctc 
780 

ttccataaga gcagttcttc 
840 

aaagacacac ctaccaagaa 
900 

cttctgaaac agtattccca 
960 

cctctggaag ggagagatga 
1020 

agtgccttcg tcaagctggc 
1080 

caccaccaga agaagacctt 
1140 

gaaggggaga acatcgtgtc 
1200 

gtgctcaccg tcttccccat 
1260 

gtgctccagg gcacggctgc 
1320 

gagaccatcg gtgccaaagc 
1380 


215 


gcccgcggag gaaagatact 
acaggaggca tccgctcgac 
tctgtccttc atccgagaca 
tatcttatca tcctttgaga 
caagcagacg gagaatctgc 
ggaccatgtc atcagctact 
ccccacaggt aggctggaag 
gtatttccag gacaacagcc 
gcgcgggaag gaggccctgg 
cgtctcgccc gtgctcatct 
ggacgtgacc ctggagcacc 
ctggctggtg gaatatggcc 
cagccagctg gaccgctcca 
ctctggggtt ccctactccc 
gccagtcaag cggccaggga 
gcatggtcta gatgggaaaa 
catgctggac gtggagaccg 
gcagagcgag taccagctgc 
cgactccctg atacaggatg 
tgctgcccgg aaggccattg 
cctgcgacac ctcaagcaga 
cagcacaaag aacaagctgc 
gctggaggac ttcgcagaca 


220 


ggggagtggg agccgcgggg 
99 c 999 a 9 at tgaggacaag 
gcctggagaa gagcgaccag 
gccgccttat gaagctggag 
agcggctgca ggagaatgtt 
accatgtggc cagtgacact 
agtacctggg aagcatggcc 
cagacagccc ggaactcaac 
agtccgaatt tcgcagcctg 
tggatctgat cagtggtgac 
tgcccgagag cgtgctccag 
gcaaccaaga tttcatgaac 
tcaaaggact gaaggagcat 
ctgctatccc caacaagagg 
cgatccgtaa ggctcagaac 
aggggggetc: taacctcatt 
atgcctacat ccactgcgtc 
tggccgacat catccccgag 
ccctggatgg gctgatgctt 
tgcgacacga cttctccacg 
ccaagcctga gtttgaccag 
ctggcctcat cacatccatg 
acatcaagaa tgacccggac 
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aaggagtaca acatgccgaa 
1440 

ttcctgcagc agcttttgga 
1500 

accagctctt cggccaccag 
1560 

atctgtaaag tgctgggcaa 
1620 

gacccagctc tgagcgccat 
1680 

gagaagtctg aactgatcca 
1740 

- cgggagcaca ttgagcagca 
1800 

tacatcgcag agaagaatct 
1860 

cggcagatta tcaaggagcg 
1920 

atccagaagg cctgggctat 
1980 

aagaccattg tcaaggagac 
2040 

accaagaacc cggagaagta 
2100 

cgccttttcg acacctctgc 
2160 

cgtgtcattg gacagataaa 
2220 

ctctgggaca gagacctgtc 
2280 

tggctcctgc tttttcccca 
2340 

ctggggtccc tccacacctt 
2400 

agaaggaaga cagaggcctg 
2460 

gaagggccct ccctccagcc 
2520 

agatgtggca gggctcagag 
2580 

ccccctctct taaaacacat 
2640 

cccaggagtc ccctagatgg 
2700 

agcacactgc aggaggcgtt 
2760 

ggcccctgtc tctggccccc 
2820 

tgcagaagga gcaattaggc 
2880 

gttaaggagc aaaatggggg 
2940 

ttgaagactg acccttgagg 
3000 


ggacggcacc gtacacgagc 
cttccaggag acggcaggcg 
ctacagctct gagttcagca 
cctgcagttg aacttgctga 
cttcctgcac aacaactaca 
gctggtggca gtgacacaga 
gatccagacc taccagcgca 
acctgtgttc cagccgggag 
ttttaagggc ttcaatgatg 
tccagacaca gagcagaggg 
ctacggggcc tttctacaga 
catcaagtac ggggtggagc 
ctgagcctgc tgctagccct 
ccagtgttag cttgcctctg 
tccacgcctc cgggagctgt 
cagcccgtgt tcccagccga 
ggcttttatg accctgatgg 
tgcccactgc tgctccatgt 
taggtcagag gtggggacag 
aagcagccag agctcctgga 
tcccgcccgc ccacaggcct 
ctgggggagg caggctcact 
cggaggagga gttccgcccc 
agcctcagtg cctcttggcc 
tgcctgcctg tgggctggga 
ttggaagcaa aaaatagggc 
cacacttgca ctggagatgg 


tcaccagcaa tgccatcctc 
ccatgctggc ctcccaagag 
agcggctgct aagcacctat 
gcaagtccaa ggtgtacgag 
attacatcct caagtccctg 
agactgctga gcgctcctac 
gctggttaaa ggtgactgat 
tcaagctccg ggacaaggag 
gcctcgaaga actgtgcaaa 
acaggattcg ccaggcccag 
agtttggcag cgtgcccttc 
aggtgggcga catgatcgat 
gcctggttcc accagactgg 
ggctgggtga gcttgaagtc 
gtccctgagc cccctagtcc 
accagcactc tcccggaagc 
cttctgaaac aggaaaagag 
gtaccaagag cagcagggca 
agaactcccc tacagcccag 
ggaaaggcag tcgggactga 
gaggtctggg acctttccct 
ggccattttc cctagagtcc ' 
accctctaca gccttcctca 
cagggccagg cagtcgtggt 
gacagggaca atggggaaaa 
cccacctatt taggacgaga 
gtttatttca cgctctgtgc 
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ttgtgtgcta gcggagggag 
3060 

cccccagcca tgggaaagca 
3120 

acagtctagg ccgcctgcca 
3180 

ctgcccacat ccagattcct 
3240 

cgaggaagaa gatgcggtca 
3300 

tggagggctc tgtggggaga 
3360 

tgagcggaag agcgaacccc 
3420 

agctgatgaa aatttgggtc 
3480 

ttaggctgtg caaggcatgg 
3540 

tcagcttgct ccctgcccca 
3600 

gggacaggag agccagcagg 
3660 

ccctcacccc agccctaggt 
3720 

accttcagca ggatgaggcc 
3780 

gctggggccg ctcttggccc 
3840 

ctctatggtg ctgaggaaga 
3900 

cagggcacag ggagatgctc 
3960 

caccagtggg tgaccgggga 
4020 

cagtgggttg caggaggagg 
4080 

gtaactcagc agcaatgtca 
4140 

ccccccgcac acgtcagcca 
4200 

cttgagcgcc gtgttcttca 
4260 

gggggaagga ggtgggcatc 
4320 

ccacccgcct ccagcagccc 
4380 

agcagggcac cagctgctgg 
4440 

tcttgacact cacaatctcg 
4500 

ggtgggaatg agaactatga 
4560 

cagactggag cccaggggtg 
4620 


agctcagggt ggcttaatcc 
aacttcatcc taaggtgtgc 
tggggtgcag cctctccagg 
gcaaagacga attgggtgca 
gcagtctcag gccagcttct 
gatacaggga aaggagctgt 
aggggtcatc agcctgtatc 
cggcccattt caggccatct 
gttatcaggg gattgaggtc 
gacctgtttc ttctaaggga 
gtggatgcaa ggggcctcta 
gtgcacctag gcctcattcc 
ctgggttgcc gtgctctcgc 
caaggttgcc ccgggccagc 
gcagcagcag caggatggtg 
aggggccagt ccctgtgtct 
gaaacagggc agactgggta 
agctgggcag ggcctgcacc 
ccttgtagcc tatgcgctca 
acagcagtgc ctctgcaggc 
gcctcagctg gaaggggaaa 
gggggcatgg ggcctggcct 
tctgtcggcc tcctcccgac 
ggtgggactt gggtcttcag 
ttcaccacgt gggcctggaa 
accaggaagg agagatccca 
atggagactt ttgatggctt 


agaggccctg tcatggcccg 
agcccaggcc ctgccccttt 
ggctgcgtca gacttgcacg 
cagcacccca accacataca 
ctgtgacccc tttactcctc 
tcttcaaggt cccctcaaca 
gcttcctttc ttagattctc 
tcagttgaag aaacaccctc 
acctgggact tcagggaggc 
ggaggacatg gtggagacca 
cccacacctg gacctccgtg 
ttacccccca gcccctgccc 
tgttcccctc tcggggctgg 
agcccagcca gcagcacagt 
aagtagtaaa ctgggggagg 
ctggtgccca gcgagctgag 
agggagcagg gcttactgag 
agggaggagt ggaggacgag 
atggcccgga ggggcagcaa 
accaagagag cgatgatgga 
agtcagggcc ttcccggcgg 
ctggccgtgc atcctcactc 
ttgactcacc gtcacctgga 
atcataaact acgtattccc 
ctctaactcc atcgctgagg 
gctgccaagt ctgggggtag 
ttggcaggga cagacttgga 
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cacaaaaccg atccatagaa gggcttccca aaccttgttt tgcaacatcc caaattgtct 
4680 

ccagttgaag gaaggccttt atcagattca tagatgagct ttcattgtaa aaataaatgt 
4740 

actttgcacc acttcatgat ggagggagaa gtggtcacag gctcgtcagt ctatcatctc 
4800 

acagctgaag caggatcccc agggctaccg ctgtggtctc tcatggaggg aagggtagga 
4860 

cttctctgcc aagttagatg tcacctgatg ggtttataca gggtggctgc accttcaggt 
4920 

ggtttccagg agtgaggcca tggcaacctg agcctctggc cttgctgcaa ggggccgagc 
4980 

cactgcagtc gccatggctg tggagggcag ttgctctggg gaggacagaa gactg 
5035 

<210> 2674 
<211> 690 
<212> PRT 

<213 > Homo sapiens 
<400> 2674 

Ala Ala Gly Phe Arg Ala Met He Pro Pro Gin Glu Ala Ser Ala Arg 

1 5 10 • . 15 

Arg Arg Glu lie Glu Asp Lys Leu Lys Gin Glu Glu Glu Thr Leu Ser 

20 25 30 

Phe lie Arg Asp Ser Leu Glu Lys Ser Asp Gin Leu Thr Lys Asn Met 
35 40 45 

Val Ser lie Leu Ser Ser Phe Glu Ser Arg Leu Met Lys Leu Glu Asn 
50 55 60 

Ser lie lie Pro Val His Lys Gin Thr Glu Asn Leu Gin Arg Leu Gin 

65 70 75 80 

Glu Asn Val Glu Lys Thr Leu Ser Cys Leu Asp His Val lie Ser Tyr 

85 90 95 

Tyr His Val Ala Ser Asp Thr Glu Lys lie lie Arg Glu Gly Pro Thr 
100 105 110 

Gly Arg Leu Glu Glu Tyr Leu Gly Ser Met Ala Lys lie Gin Lys Ala 
115 120 125 

Val Glu Tyr Phe Gin Asp Asn Ser Pro Asp Ser Pro Glu Leu Asn Lys 
130 135 140 

Val Lys Leu Leu Phe Glu Arg Gly Lys Glu Ala Leu Glu Ser Glu Phe 

145 150 155 160 

Arg Ser Leu Met Thr Arg His Ser Lys Val Val Ser Pro Val Leu lie 

165 170 175 

Leu Asp Leu lie Ser Gly’ Asp Asp Asp Leu Glu Ala Gin Glu Asp Val 
180 185 190 

Thr Leu Glu His Leu Pro Glu Ser Val Leu Gin Asp Val lie Arg lie 
195 200 205 

Ser Arg Trp Leu Val Glu Tyr Gly Arg Asn Gin Asp Phe Met Asn Val 
210 215 220 

Tyr Tyr Gin lie Arg Ser Ser Gin Leu Asp Arg Ser lie Lys Gly Leu 

225 230 235 240 

Lys Glu His Phe His Lys Ser Ser Ser Ser Ser Gly Val Pro Tyr Ser 

245 250 255 

Pro Ala lie Pro Asn Lys Arg Lys Asp Thr Pro Thr Lys Lys Pro Val 
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260 





265 





270 



Lys 

Arg 

Pro Gly 

Thr 

lie 

Arg 

Lys 

Ala 

Gin 

Asn 

Leu 

Leu 

Lys 

Gin Tyr 



275 




280 





285 




Ser 

Gin 

His Gly 

Leu 

Asp 

Gly 

Lys 

Lys 

Gly 

Gly 

Ser 

Asn 

Leu 

lie 

Pro 


290 




295 





300 





Leu Glu Gly Arg 

Asp 

Asp 

Met 

Leu 

Asp 

Val 

Glu 

Thr 

Asp 

Ala 

Tyr 

lie 

305 




310 





315 





320 

His 

Cys Val Ser 

Ala 

Phe 

Val 

Lys 

Leu 

Ala 

Gin 

Ser 

Glu 

Tyr 

Gin 

Leu 




325 





330 





335 


Leu 

Ala Asp lie 

lie 

Pro 

Glu 

His 

His 

Gin 

Lys 

Lys 

Thr 

Phe 

Asp 

Ser 



340 





345 





350 



Leu 

He 

Gin Asp 

Ala 

Leu 

Asp 

Gly 

Leu 

Met 

Leu 

Glu 

Gly 

Glu 

Asn 

lie 



355 




360 





365 




Val 

Ser 

Ala Ala 

Arg 

Lys 

Ala 

lie 

Val 

Arg 

His 

Asp 

Phe 

Ser 

Thr 

Val 


370 




375 





380 





Leu 

Thr 

Val Phe 

Pro 

lie 

Leu 

Arg 

His 

Leu 

Lys 

Gin 

Thr 

Lys 

Pro 

Glu 

385 




390 





395 





400 

Phe 

Asp 

Gin Val 

Leu 

Gin 

Gly 

Thr 

Ala 

Ala 

Ser 

Thr 

Lys 

Asn 

Lys 

Leu 




405 





410 





415 


Pro Gly 

Leu lie 

Thr 

Ser 

Met 

Glu 

Thr 

lie 

Gly 

Ala 

Lys 

Ala 

Leu 

Glu 



420 





425 





430 



Asp 

Phe 

Ala Asp 

Asn 

lie 

Lys 

Asn 

Asp 

Pro 

Asp 

Lys 

Glu 

Tyr 

Asn 

Met 



435 




440 





445 




Pro 

Lys 

Asp Gly 

Thr 

Val 

His 

Glu 

Leu 

Thr 

Ser 

Asn 

Ala 

lie 

Leu 

Phe 


450 




455 





460 





Leu 

Gin 

Gin Leu 

Leu 

Asp 

Phe 

Gin 

Glu 

Thr 

Ala 

Gly 

Ala 

Met 

Leu 

Ala 

465 




470 





475 





480 

Ser 

Gin 

Glu Thr 

Ser 

Ser 

Ser 

Ala 

Thr 

Ser 

Tyr 

Ser 

Ser 

Glu 

Phe 

Ser 




485 





490 





495 


Lys Arg 

Leu Leu 

Ser 

Thr 

Tyr 

lie 

Cys 

Lys 

val 

Leu 

Gly 

Asn 

Leu 

Gin 



500 





505 





510 



Leu 

Asn 

Leu Leu 

Ser 

Lys 

Ser 

Lys 

Val 

Tyr 

Glu 

Asp 

Pro 

Ala 

Leu 

Ser 



515 




520 





525 




Ala 

lie 

Phe Leu 

His 

Asn 

Asn 

Tyr 

Asn 

Tyr 

lie 

Leu 

Lys 

Ser 

Leu 

Glu 


530 




535 





540 





Lys 

Ser 

Glu Leu 

lie 

Gin 

Leu 

Val 

Ala 

val 

Thr 

Gin 

Lys 

Thr 

Ala 

Glu 

545 




550 





555 





560 

Arg 

Ser 

Tyr Arg 

Glu 

His 

lie 

Glu 

Gin 

Gin 

lie 

Gin 

Thr 

Tyr 

Gin 

Arg 




565 





570 





575 


Ser 

Trp 

Leu Lys 

Val 

Thr 

Asp 

Tyr 

lie 

Ala 

Glu 

Lys 

Asn 

Leu 

Pro 

Val 



580 





585 





590 



Phe 

Gin 

Pro Gly 

Val 

Lys 

Leu 

Arg 

Asp 

Lys 

Glu 

Arg 

Gin 

lie 

lie 

Lys 



595 




600 





605 




Glu Arg 

Phe Lys 

Gly 

Phe 

Asn 

Asp 

Gly 

Leu 

Glu 

Glu 

Leu 

Cys 

Lys 

lie 


610 




615 





620 





Gin 

Lys 

Ala Trp 

Ala 

lie 

Pro 

Asp 

Thr 

Glu 

Gin 

Arg 

Asp 

Arg 

lie 

Arg 

625 




630 





635 





640 

Gin 

Ala 

Gin Lys 

Thr 

lie 

Val 

Lys 

Glu 

Thr 

Tyr 

Gly 

Ala 

Phe 

Leu 

Gin 




645 





650 





655 


Lys 

Phe 

Gly Ser 

Val 

Pro 

Phe 

Thr 

Lys 

Asn 

Pro 

Glu Lys 

Tyr 

lie 

Lys 



660 





665 





670 



Tyr Gly 

Val Glu 

Gin 

Val 

Gly 

Asp 

Met 

lie 

Asp 

Arg 

Leu 

Phe 

Asp 

Thr 



675 




680 





685 





Ser Ala 
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690 

<210> 2675 

<211> 711 

<212> DNA 

<213> Homo sapiens 

<4 00> 2675 

agatctcagt gaagaggacc cttgttcact gtacctcatc aacttcctcc tggacgccac 
60 

tgtgggcatg ctgctcatct acgtgggggt gcgcgccgtc agcgtcctgg tagagtggca 
120 

gcagtgggag tccctgcgct tcggcgaata tggagaccct ctgcagtgtg gagcctgggt 
180 

cgggcagtgc gctctttaca tcgtgatcat gatttttgaa aagtctgtcg tcttcatcgt 
240 

cctcctccta ctccagtgga aaaaggtggc cctattgaat ccaattgaaa accccgacct 
300 

gaagctggcc atcgtcatgc tgatcgtccc cttctttgtc aacgctttga tgttttgggt 
360 

agtggacaat ttcctcatga gaaaggggaa gacgaaagct aagctagaag aaaggggagc 
420 

caaccaggac tcgaggaatg ggagcaaggt ccgctaccgg agggccgcat cccacgagga 
480 

gtctgagtct gagatcctga tctcagcgga tgatgagatg gaggagtccg acgtggagga 
540 

ggacctccgc agactgaccc ccctcaagcc tgtgaagaaa aagaagcacc gctttgggct 
600 

acccgtatga cacattccca tgctgggggt gacgggaggg ccccgccagc cgctggtgtg 
660 

cagaggtcat cccacagcat cgttccttac cctctctctg cccttcaccc g 
711 

<210> 2676 
<211> 180 
<212> PRT 
<213 > Homo sapiens 

<400> 2676 


Met 

Leu 

Leu 

lie 

Tyr 

Val 

Gly 

Val 

Arg 

Ala 

Val 

Ser 

Val 

Leu 

Val 

Glu 

1 




5 





10 





15 


Trp 

Gin 

Gin 

Trp 

Glu 

Ser 

Leu 

Arg 

Phe 

Gly 

Glu 

Tyr 

Gly 

Asp 

Pro 

Leu 



20 





25 





30 



Gin 

Cys 

Gly 

Ala 

Trp 

Val 

Gly 

Gin 

Cys 

Ala 

Leu 

Tyr 

lie 

Val 

lie 

Met 



35 





40 





45 




He 

Phe 

Glu 

Lys 

Ser 

Val 

Val 

Phe 

lie 

Val 

Leu 

Leu 

Leu 

Leu 

Gin 

Trp 


50 





55 





60 





Lys 

Lys 

Val 

Ala 

Leu 

Leu 

Asn 

Pro 

lie 

Glu 

Asn 

Pro 

Asp 

Leu 

Lys 

Leu 

65 




70 





75 





80 

Ala 

lie 

Val 

Met 

Leu 

lie 

Val 

Pro 

Phe 

Phe 

Val 

Asn 

Ala 

Leu 

Met 

Phe 





85 





90 





95 


Trp 

Val 

Val 

Asp 

Asn 

Phe 

Leu 

Met 

Arg 

Lys 

Gly Lys 

Thr 

Lys 

Ala 

Lys 



100 





105 





110 



Leu 

Glu 

Glu 

Arg 

Gly 

Ala 

Asn 

Gin 

Asp 

Ser 

Arg Asn 

Gly 

Ser 

Lys 

Val 
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115 

Arg Tyr Arg Arg Ala Ala Ser 
130 135 

lie Ser Ala Asp Asp Glu Met 
145 150 

Arg Arg Leu Thr Pro Leu Lys 
16 5 

Gly Leu Pro Val 
180 

<210 > 2677 
<211> 735 
<212> DNA 
<213 > Homo sapiens 

<400> 2677 

ngcgcgccag gaccgctcct gcaccgaggg tgcccgccgc gctatggagg ccttccagag 
60 

ggccgctggt gagggcggcc cgggccgcgg tggggcacgg cgcggtgcca gggtgttgca 
120 

gagccccttt tgcagggcag gagctgggga gtggttagga catcagtccc tcaggtaggg 
180 

ggagtgagca catcaggtcc atatgtgtcc caggagcatc cctagctggc cgccctgagt 
240 

gctgcatggg gcagagatgg gcaggtacac ggccctgcct gtgtgagcac ccctccctcc 
300 

gctggggcct tcagcctcct gagggagaac ttctcccatg cgccgagccc agacatgagc 
360 

gctgcgtccc tctgcgcact ggagcagctc atgatggccc aggcccagga atgtgtgttt 
420 

gagggcctct caccacctgc ctccatggcc ccccaagact gcctggccca gctgcgcctg 
480 

gcgcaggagg ccgcccaggt gagctcgggc acccgtgtca ggatgcaggg ggtggggccg 
540 

agctggggtc agagcccagg tccaggcatg cgtgagctct cccacctcct tccttgtgtg 
600 

tcagccccga gccagctgtt gtcctgctcc ctgggggggc tggtcaggaa cctggggacc 
660 

cgagcctctg cctccaggga atggcacaaa gcagcaggaa ctgaggtgcc agggaggctg 
720 

ctgggatggt ggtcg 
735 

<2 10 > 2678 
<211> 170 
<212 > PRT 
<213 > Homo sapiens 

<400> 2678 

Leu Ala Ala Leu Ser Ala Ala Trp Gly Arg Asp Gly Gin 
1 5 10 

Pro Ala Cys Val Ser Thr Pro Pro Ser Ala Gly Ala Phe 
20 25 

Arg Glu Asn Phe Ser His Ala Pro Ser Pro Asp Met Ser 


Val His Gly 
15 

Ser Leu Leu 
30 

Ala Ala Ser 


120 





125 




His 

Glu 

Glu 

Ser 

Glu 

140 

Ser 

Glu 

lie 

Leu 

Glu 

Glu 

Ser 

Asp 

155 

Val 

Glu 

Glu 

Asp 

Leu 

160 

Pro 

Val 

Lys 

170 

Lys 

Lys 

Lys 

His 

Arg 

175 

Phe 
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35 40 45 

Leu Cys Ala Leu Glu Gin Leu Met Met Ala Gin Ala Gin Glu Cys Val 
50 55 60 

Phe Glu Gly Leu Ser Pro Pro Ala Ser Met Ala Pro Gin Asp Cys Leu 

65 70 75 80 

Ala Gin Leu Arg Leu Ala Gin Glu Ala Ala Gin Val Ser Ser Gly Thr 

85 90 95 

Arg Val Arg Met Gin Gly Val Gly Pro Ser Trp Gly Gin Ser Pro Gly 
100 105 110 

Pro Gly Met Arg Glu Leu Ser His Leu Leu Pro Cys Val Ser Ala Pro 
115 120 125 

Ser Gin Leu Leu Ser Cys Ser Leu Gly Gly Leu Val Arg Asn Leu Gly 
130 135 140 

Thr Arg Ala Ser Ala Ser Arg Glu Trp His Lys Ala Ala Gly Thr Glu 

145 150 155 160 

Val Pro Gly Arg Leu Leu Gly Trp Trp Ser 
165 170 

<2 10> 2679 
<211> 560 
<212> DNA 

<213 > Homo sapiens 
<400> 2679 

agccgcccca cctcctgttc cattataatc ttattttggt tatgttgata caacacaatc 
60 

tgtccttcca agtgatcacc ggagtccaga tatttctgtc aagtcagcca accaggaagg 
120 

ggctgcagac aaagtgcggc aacagggact ccaccaggcc atggagctca tcccacaaga 
180 

cgcctcaccg cacaggaggg ctgaccccag ggaaacgtgt caccaggaca cagcacgaag 
240 

ctcaaaaggg gctagcatgc tctgtgcagc tgccagactc tgccctgaag aatcacaggg 
300 

cactctagtg agcgctgcag cagccagcag gccctggatg gccaggtgtg cagtggggag 
360 

gcacaggggg tgcaccagga cgcagccaga cctgggccag ttcgcgccga ctcttctcca 
420 

ttccagaggt ccaggaagca cctgtcaatg tggaagtcag aatgctcagg ccaaataccg 
480 

agatcaacta actattcagg ttgaaccaga ggcctgggcg ggggcatcca actgcccacc 
540 

cgtcagactg agggacgcgt 
560 

<210> 2680 
<211> 133 
<212> PRT 

<213> Homo sapiens 
<400> 2680 

Met Glu Leu He Pro Gin Asp Ala Ser Pro His Arg Arg Ala Asp Pro 
15 10 15 

Arg Glu Thr Cys His Gin Asp Thr Ala Arg ser Ser Lys Gly Ala Ser 
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20 25 30 

Met Leu Cys Ala Ala Ala Arg Leu Cys Pro Glu Glu Ser Gin Gly Thr 
35 40 45 

Leu Val Ser Ala Ala Ala Ala Ser Arg Pro Trp Met Ala Arg Cys Ala 
50 55 60 

Val Gly Arg His Arg Gly Cys Thr Arg Thr Gin Pro Asp Leu Gly Gin 

65 70 75 80 

Phe Ala Pro Thr Leu Leu His Ser Arg Gly Pro Gly Ser Thr Cys Gin 

85 90 95 

Cys Gly Ser Gin Asn Ala Gin Ala Lys Tyr Arg Asp Gin Leu Thr He 
100 105 110 

Gin Val Glu Pro Glu Ala Trp Ala Gly Ala Ser Asn Cys Pro Pro Val 
115 120 125 

Arg Leu Arg Asp Ala 
' 130 

<210> 2681 

<211> 585 

<212 > DNA 

<213 > Homo sapiens 

<4 00> 2681 

gattctctag tagccctaat tctacccatc tggctactaa ttcaaacttt cttccttcac 
60 

atctgtttgt ggacttctcc aatataacta gtatgcctgg gctcattctg cttcttctct 
120 

tctggaatag tttatttcat gaccatgtgc agagggggtg atggggcaag cctcacaagc 
180 

cccggaggtc tgtggctgag gtgtaccttg gctttgttgc ctggaactgc tctgactctg 
240 

ctcttcgctc tttcctgggc tgtgtcacta cagctctgac tcctttccac cttggagttt 
300 

agcttccctg ccaggaaagc taaggagtag gagttgttct tggaaacaaa tgccgagcga 
360 

tgtgtctgtg tcatctggcc tcgagaaggt tcttcattct ctgaatctga gagacgtgca 
420 

ggacaacgtt ccagatttgt tttcagtact aatggttcat ctcttttttt ctgttcatcc 
480 

attttccttt tccctgtttc tgtatcctct ggtaacagct tgtggatttg atcttcagag 
540 

ggtttttcct cttgtaactt ttcttctctc agctttctca agctt 
585 

<210> 2682 

<211> 116 

<212> PRT 

<213> Homo sapiens 

<4 00> 2682 

Met Asp Glu Gin Lys Lys Arg Asp Glu Pro Leu Val Leu Lys Thr Asn 
15 10 15 

Leu Glu Arg Cys Pro Ala Arg Leu Ser Asp Ser Glu Asn Glu Glu Pro 
20 25 30 

Ser Arg Gly Gin Met Thr Gin Thr His Arg Ser Ala Phe Val Ser Lys 
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35 





40 





45 




Asn 

Asn 

50 

Ser 

Tyr 

Ser 

Leu 

Ala 

55 

Phe 

Leu 

Ala 

Gly 

Lys 

60 

Leu 

Asn 

Ser 

Lys 

Val 

65 

Glu 

Arg 

Ser 

Gin 

Ser 

70 

Cys 

Ser 

Asp 

Thr 

Ala 

75 

Gin 

Glu 

Arg Ala 

Lys 

80 

Ser Arg 

Val 

Arg Ala 
85 

val 

Pro 

Gly Asn 

Lys 

90 

Ala 

Lys 

Val 

His 

Leu 

95 

Ser 

His 

Arg 

Pro 

Pro 

Gly Leu 

Val Arg 

Leu 

Ala 

Pro 

Ser 

Pro 

Pro 

Leu 

His 


100 105 no 


Met Val Met Lys 
115 

<210> 2683 

<211> 498 

<212 > DNA 

<213> Homo sapiens 

<400> 2683 

nacgcgttac actgactcca aaactctcct tggtggccta ggtgaaacct catggccaac 
60 

atcacctgga tggccaacca cactggaagg ttggatttca tcctcatggg actcttcaga 
120 

cgatccaaac atccagctct acttagtgtg gtcatctttg tggttttcct gatggcgttg 
180 

tctgaaaatg ctgtcctgat ccttctgata cactgtgaca cctacctcca cacccccatg 
240 

tactttttca tcagtcaatt gtctctcatg gacatggcgt acatttctgt cactgtgccc 
300 

aagatgctcc tggaccaggt catgggtgtg aataagatct cagcccctga gtgtgggatg 
360 

cagatgttcc tctatctgac actagcaggt tcggaatttt tccttctagc caccatggcc 
420 

tatgaccgct acgtggccat ctgccatcct ctccgttacc ctgtcctcat gaaccatagg 
480 

gtctgtcttt tcctggca 
498 

<210> 2684 
<211> 149 
<212 > PRT 

<213 > Homo sapiens 


<4 00> 2684 


Met 

Ala 

Asn 

lie 

Thr 

Trp 

Met 

Ala 

Asn 

His 

Thr 

Gly Arg 

Leu 

Asp 

Phe 

1 




5 





10 





15 


lie 

Leu 

Met 

Gly 

Leu 

Phe 

Arg 

Arg 

Ser 

Lys 

His 

Pro 

Ala 

Leu 

Leu 

Ser 




20 





25 





30 



Val 

val 

lie 

Phe 

Val 

Val 

Phe 

Leu 

Met 

Ala 

Leu 

Ser 

Glu 

Asn 

Ala 

Val 



35 





40 





45 




Leu 

lie 

Leu 

Leu 

lie 

His 

Cys 

Asp 

Thr 

Tyr 

Leu 

His 

Thr 

Pro 

Met 

Tyr 


50 





55 





60 





Phe 

Phe 

lie 

Ser 

Gin 

Leu 

Ser 

Leu 

Met 

Asp 

Met 

Ala 

Tyr 

lie 

Ser 

Val 

65 





70 





75 





80 

Thr 

Val 

Pro 

Lys 

Met 

Leu 

Leu 

Asp 

Gin 

Val 

Met 

Gly Val 

Asn 

Lys 

lie 
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85 90 95 

Ser Ala Pro Glu Cys Gly Met Gin Met Phe Leu Tyr Leu Thr Leu Ala 
100 105 110 

Gly Ser Glu Phe Phe Leu Leu Ala Thr Met Ala Tyr Asp Arg Tyr Val 
115 120 125 

Ala lie Cys His Pro Leu Arg Tyr Pro Val Leu Met Asn His Arg Val 
130 135 140 

Cys Leu Phe Leu Ala 
145 

<210> 2685 

<211> 391 

<212 > DNA 

<213 > Homo sapiens 

<400> 2685 

ngccggctgc acacgctgcc acctgggctg cctcgaaatg tccatgtgct gaaggtcaag 
60 

cgcaatgagc tggctgccct ggcacgaggg gcgctggcgg gcatggctca gcttcgggaa 
120 

ctctacctca caggcaaccg actgcgaagc cgggccctgg gcccccgtgc ctgggtggac 
180 

ctcgcccatc tgcagttgct ggacatcgcc gggaatcagc tcacagagat cccggagggg 
240 

ctccccccat cgctggagta tctgtacctg cagaataaca agattagcgc tgttcctgcc 
300 

agcgcctttg actctactcc caacctcaag gggatctttc tcaggttcaa caagctggct 
360 

gtgggctccg tagtagaaag cgccttccgg a 
391 

<210> 2686 
<211> 130 
<212> PRT 

<213 > Homo sapiens 
<4 00> 2686 

Xaa Arg Leu His Thr Leu Pro Pro Gly Leu Pro Arg Asn Val His Val 
15 10 15 

Leu Lys Val Lys Arg Asn Glu Leu Ala Ala Leu Ala Arg Gly Ala Leu 
20 25 30 

Ala Gly Met Ala Gin Leu Arg Glu Leu Tyr Leu Thr Gly Asn Arg Leu 
35 40 45 

Arg Ser Arg Ala Leu Gly Pro Arg Ala Trp Val Asp Leu Ala His Leu 
50 55 60 

Gin Leu Leu Asp lie Ala Gly Asn Gin Leu Thr Glu lie Pro Glu Gly 

65 70 75 80 

Leu Pro Pro Ser Leu Glu Tyr Leu Tyr Leu Gin Asn Asn Lys lie Ser 

85 90 95 

Ala Val Pro Ala Ser Ala Phe Asp Ser Thr Pro Asn Leu Lys Gly He 
100 105 110 

Phe Leu Arg Phe Asn Lys Leu Ala Val Gly Ser Val Val Glu Ser Ala 
115 120 12S 

Phe Arg 
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130 

<210> 2607 

<211> 399 

<212> DNA 

<213 > Homo sapiens 

<4 00 > 2687 

nagtgcaaga aatgtttaat acaagagatt gaaccctacc aaaatgggag gtttagcctc 
60 

caggaatggg agtgcaataa atctctaata caagagattg agcctcacca acctccagga 
120 

tgggaaatga caggtaagac agggactaca aaagaccaag cagacaataa aattccccct 
180 

gacagtccgc taggccttat gttaagatac cggaaagata atgaaaggac caaacacaag 
240 

aaaagacagc aaatgataaa atattgctgg tttatttgga ctaaggaacc catcctgaaa 
300 

cctttggtct tttggccaca gttagggttg agcggggact ggatatgcca actcctaatc 
360 

cagtatgtaa aggataaaag tccagtttct caagaggag 
399 

<210> 2688 
<211> 91 
<212> PRT 

<213> Homo sapiens 
<400> 2688 


Met 

Thr 

Gly 

Lys 

Thr 

Gly 

Thr 

Thr 

Lys 

Asp 

Gin 

Ala 

Asp 

Asn 

Lys 

lie 

1 




5 





10 





15 


Pro 

Pro 

Asp 

Ser 

Pro 

Leu 

Gly 

Leu 

Met 

Leu 

Arg 

Tyr Arg 

Lys 

Asp Asn 




20 





25 





30 



Glu Arg 

Thr 

Lys 

His 

Lys 

Lys 

Arg 

Gin 

Gin 

Met 

lie 

Lys 

Tyr 

Cys 

Trp 



35 





40 





45 




Phe 

He 

Trp 

Thr 

Lys 

Glu 

Pro 

lie 

Leu 

Lys 

Pro 

Leu 

Val 

Phe 

Trp 

Pro 


50 





55 





60 





Gin 

Leu 

Gly 

Leu 

Ser Gly 

Asp 

Trp 

lie 

Cys 

Gin 

Leu 

Leu 

lie 

Gin 

Tyr 

65 





70 





75 





80 

Val 

Lys 

Asp 

Lys 

Ser 

Pro 

Val 

Ser 

Gin 

Glu 

Glu 










85 





90 








<210> 2689 
<211> 560 
<212 > DNA 

<213 > Homo sapiens 
<400> 2689 

gcacccattc aagttgggtt agttggcttc tgtttggtgt ttgctacacc cctgtgttgt 
60 

gccctgtttc ctcagaaaag atacaaaaat gtgggtctca ccaagttgcc caggctggtc 
120 

tcaaactcct ggcctcaaga aatcctcctg gttcagcctc acaaagctcc gagattacag 
180 
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ttgcatgtct gtgacaagct tggaggccga gttgcaagct aagatccaag agagccatcc 
240 

tgaattgcga cgcgtgtact tcaataaggg attgtaaagc agggaggaaa cctctgcagc 
300 

tcattctgcc actgcaaagc tggtgtagcc atgctggtga gaaaaatcct gttcaacctg 
360 

ggttggtata tcgtctttga aaaacaatga ctataaaagc tacaggaaag gtatttcagg 
420 

acgtttattg aaggcattgg tggagctctc tgtatgtgtt ttgctctgca gggaactcaa 
480 

agttggcatt cccgtcacgg atgagaatgg gaaccgcttg ggggagtcgg cgaacgctgc 
540 

gaaacaagcc atcacgccag 
560 

<210> 2690 
<211> 73 
<212> PRT 

<213> Homo sapiens 
<400> 2690 

Ala Pro lie Gin Val Gly Leu Val Gly Phe Cys Leu Val Phe Ala Thr 
1 5 10 15 

Pro Leu Cys Cys Ala Leu Phe Pro Gin Lys Arg Tyr Lys Asn Val Gly 
20 25 30 

Leu Thr Lys Leu Pro Arg Leu Val Ser Asn Ser Trp Pro Gin Glu lie 
35 40 45 

Leu Leu Val Gin Pro His Lys Ala Pro Arg Leu Gin Leu His Val Cys 
50 55 60 

Asp Lys Leu Gly Gly Arg Val Ala Ser 
65 70 

<210> 2691 
<211> 532 
<212> DNA 

<213 > Homo sapiens 
<400> 2691 

gatctcatct gtacacactt catggatggc atgaatgagc tggcgattgc ttacatcctg 
60 

cagggggtgc tgaaggccct cgactacatc caccacatgg gatatgtaca caggagtgtc 
120 

aaagccagcc acatcctgat ctctgtggat gggaaggtct acctgtctgg tttgcgcagc 
180 

aacctcagca tgataagcca tgggcagcgg cagcgagtgg tccacgattt tcccaagtac 
240 

agtgtcaagg ttctgccgtg gctcagcccc gaggtcctcc agcagaatct ccagggttat 
300 

gatgccaagt ctgacatcta cagtgtggga atcacagcct gtgaactggc caacggccat 
.360 

gtccccttta aggatatgcc tgccacccag atgctgctag agaaactgaa cggcacagtg 
420 

ccctgcctgt tggataccag caccatcccc gctgaggagc tgaccatgag cccttcgcgc 
480 
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tcagtggcca actctggcct gagtgacagc ctgaccacca gcacaccccg gg 
532 

<210> 2692 
<211> 177 
<212 > PRT 

<213> Homo sapiens 
<400> 2692 

Asp Leu lie Cys Thr His Phe Met Asp Gly Met Asn Glu Leu Ala He 
15 10 15 

Ala Tyr lie Leu Gin Gly Val Leu Lys Ala Leu Asp Tyr lie His His 
20 25 30 

Met Gly Tyr Val His Arg Ser Val Lys Ala Ser His lie Leu lie Ser 
35 40 45 

Val Asp Gly Lys Val Tyr Leu Ser Gly Leu Arg Ser Asn Leu Ser Met 
50 55 60 

lie Ser His Gly Gin Arg Gin Arg Val Val His Asp Phe Pro Lys Tyr 

65 70 75 80 

Ser Val Lys Val Leu Pro Trp Leu Ser Pro Glu Val Leu Gin Gin Asn 

85 50 95 

Leu Gin Gly Tyr Asp Ala Lys Ser Asp lie Tyr Ser Val Gly lie Thr 
100 105 110 

Ala Cys Glu Leu Ala Asn Gly His Val Pro Phe Lys Asp Met Pro Ala 
115 120 125 

Thr Gin Met Leu Leu Glu Lys Leu Asn Gly Thr Val Pro Cys Leu Leu 
130 135 140 

Asp Thr Ser Thr lie Pro Ala Glu Glu Leu Thr Met Ser Pro Ser Arg 

145 150 155 160 

Ser Val Ala Asn Ser Gly Leu Ser Asp Ser Leu Thr Thr Ser Thr Pro 

165 170 175 

Arg 


<210> 2693 
<211> 798 
<212> DNA 

<213> Homo sapiens 
<400> 2693 

gcgttccaga atctcaccag 
60 

ctggggaccc acagcttcga 
120 

aagctgcagg agttccctgt 
180 

cataacaaca acatcaaggc 
240 

acgatacact tttatgataa 
300 

cctaaactcc acacactatc 
360 

aaaggcacca ccagcctgga 
420 


ccttgtggtg ctgcatttgc 
ggggctgcac aatctggaga 
ggccatccgg accctgggca 
catcccagaa aaggccttca 
cccaatccag tttgtgggaa 
tctgaatggt gccatggaca 
gatcctgacc ctgacccgcg 


ataacaaccg catccagcat 
cactagacct gaattataac 
gactgcagga actggggttc 
tggggaaccc tctgctacag 
gatcggcatt ccagtacctg 
tccaggagtt tccagatctc 
caggcatccg gctgctccca 
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gccaacagct 

ccagcctgca 

aaattggagc 

acgccatccg 

acctgacaga 

tgaagctcaa 

tgaggatc 


gcccaggctc 

caggtgtcag 

tgacaccttc 

gtccatccac 

caaccagctg 

agggaacctt 


cgagtcctgg 

aaattggagg 

agccagctga 

cccgaggcct 

accacactgc 

gctctctccc 


tcggggatgt 
480 

gaggagctgc 
540 

cgcatctggg 
600 

ttaaggtgga 
660 

gtcaagctgg 
720 

ttgatgcatc 
780 

ttcccaaaac 
798 

<210> 2694 
<211> 266 
<2 12> PRT 
<213> Homo sapiens 


<400> 2694 


Ala 

1 

Phe 

Gin 

Asn 

Leu 

5 

Arg 

lie 

Gin 

His 

20 

Leu 

Glu 

Thr 

Leu 

35 

Asp 

Leu 

He 

Arg 

50 

Thr 

Leu 

Gly 

lie 

65 

Lys 

Ala 

lie 

Pro 

Thr 

lie 

His 

Phe 

Tyr 

85 

Phe 

Gin 

Tyr 

Leu 

100 

Pro 

Asp 

lie 

Gin 

115 

Glu 

Phe 

Leu 

Thr 

130 

Leu 

Thr 

Arg 

Gin 

145 

Gin 

Leu 

Pro 

Arg 

Glu 

Glu 

Leu 

Pro 

Ser 

165 

Leu 

Gin 

His 

Asn 

180 

Arg 

Leu 

Ser 

Ser 

195 

Leu 

Gin 

lie 

His 

210 

Pro 

Glu 

Ala 

Leu 

225 

Thr 

Asp 

Asn 

Gin 

Leu 

Met 

His 

Leu 

Lys 

245 

Ser 

Lys 

Asp 

Ser 

Phe 


Thr 

Ser 

Leu 

Val 

Val 

10 

Leu 

Gly 

Thr 

His 

Ser 

25 

Phe 

Glu 

Asn 

Tyr Asn 
40 

Lys 

Leu 

Gin 

Arg 

Leu 

55 

Gin 

Glu 

Leu 

Gly 

Glu 

70 

Lys 

Ala 

Phe 

Met 

Gly 

75 

Asp 

Asn 

Pro 

lie 

Gin 

90 

Phe 

Lys 

Leu 

His 

Thr 

105 

Leu 

Ser 

Pro 

Asp 

Leu 

120 

Lys 

Gly 

Thr 

Ala 

Gly 

135 

lie 

Arg 

Leu 

Leu 

Leu 

150 

Arg 

Val 

Leu 

Glu 

Leu 

155 

Leu 

His 

Arg 

Cys 

Gin 

170 

Lys 

lie 

Trp 

Glu 

lie 

185 

Gly 

Ala 

Ala 

Leu Asp 
200 

Leu 

Arg 

Trp 

Phe 

Ser 

215 

Thr 

Leu 

His 

Ser 

Leu 

230 

Thr 

Thr 

Leu 

Pro 

Leu 

235 

Leu 

Lys Gly 

Asn 

Leu 

250 

Ala 

Pro 

Lys 

Leu 

Arg 

lie 



aactgtctca caatcaaatt 
aaatcggcct ccaacacaac 
gctccctgca agccctggat 
tctccaccct gcactccctg 
ccctggctgg acttgggggc 
aggccttctc caaggacagt 


His 

Leu 

His 

Asn 

15 

Asn 

Gly 

Leu 

His 

30 

Asn 

Leu 

Glu 

Phe 

45 

Pro 

Val 

Ala 

Phe 

60 

His 

Asn 

Asn 

Asn 

Asn 

Pro 

Leu 

Leu 

Gin 

80 

Val 

Gly 

Arg 

Ser 

95 

Ala 

Leu 

Asn 

Gly 

110 

Ala 

Met 

Thr 

Ser 

125 

Leu 

Glu 

lie 

Pro 

140 

Ser 

Gly 

Met 

Cys 

Ser 

His 

Asn 

Gin 

lie 

160 

Leu 

Glu 

Glu 

lie 

175 

Gly 

Asp 

Thr 

Phe 

190 

Ser 

Gin 

Asn 

Ala 

205 

lie 

Arg 

Ser 

Leu 

220 

Val 

Lys 

Leu 

Asp 

Ala 

Gly 

Leu 

Gly 

Gly 

240 

Leu 

Ser 

Gin 

Ala 

255 

Phe 
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260 265 


<210> 2695 
<211> 2265 
<212> DNA 

<213> Homo sapiens 
<400> 2695 

nagccagagg gacgagctag 
60 

gagcagccca cccatgccgt 
120 

tctgcccctg aggactgcac 
180 

attgcccaca gccctccagc 
240 

cctggggtag aggtgaccct 
300 

gttcagattt catactacgg 
360 

gcggtggaaa tctccctgtg 
420 

gctgtgaaag atcagaggac 
480 

gtgaactgtg acagagacaa 
540 

cttgacagcg aagacctgca 
600 

gacttcttca caaaccatac 
660 

agggtgtttc aggccacacg 
720 

aagtggccct ctcactacct 
780 

gaggccctcg ctttcccgga 
840 

ctggacacgt ccaacctgga 
900 

cgcgtggcgc cctggatcat 
960 

agtatttttg aaaatgagga 
1020 

tgcaagctga ccatctgccc 
1080 

atggagatcg gctacatcca 
1140 

aggaacagag gcctgaagga 
1200 

gtaactcgag ggccccaaac 
1260 

gtgagccccc cagtcacagt 
1320 

gacagctgtt atcccagcaa 
1380 


cccgacgatg gcccagggga 
gtgtgtgctg ggcaccttga 
gtccttcagc atcaacgcct 
caagaagaaa tccacaggtt 
gacgatgaaa gcggccagtg 
acccaagact ccaccagtca 
cgcagacatc acccgcaccg 
ctggacctgg ggcccttgtg 
tctcgaatct tctgccatgg 
ggacatgtcg ctgatgaccc 
actggtgctc cacgtggcca 
gggcaaactg tcctccaagt 
gatggtcccc ggtggaaagc 
caccgacttc ccggggctca 
gctccccgag gctgtggtgt 
gacccccaac acccagcccc 
cttcctgaag tcagtgacta 
tgaggaggag aacatggatg 
agccccacac aaaacgctgc 
gtttcccatc aaacgagtga 
agggggtatc agtggactgg 
caggggcaag gaatacccgc 
tgacagccgg cagatgcacc 


cattgatccg tgtgacccca 
ctcagcttga catctgcagc 
ccccaggggt ggtcgtggat 
cctccacatg gcccctggac 
gtagcacagg cgaccagaag 
aagctctact ctacctcacc 
gcaaagtgaa gccaaccaga 
gacagggtgc catcctgctg 
actgcgagga tgatgaagtg 
tgagcacgaa gacccccaag 
ggtctgagat ggacaaagtg 
gcagcgtagt cttgggtccc 
acaacatgga cttctacgtg 
ttaccctcac catctccctg 
tccaagacag cgtggtcttc 
cgcaggaggt gtacgcgtgc 
ctctggccat gaaagccaag 
accagtggat gcaggatgaa 
ccgtggtctt cgactctcca 
tgggtccaga ttttggctat 
actcctttgg gaacctggaa 
tgggcaggat tctcttcggg 
aggccctgca ggacttcctc 
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agtgcccagc aggtgcaggc ccctgtgaag ctctattctg actggctgtc cgtgggccac 
1440 

gtggacgagt tcctgagctt tgtgccagca cccgacagga agggcttccg gctgctcctg 
1500 

gccagcccca ggtcctgcta caaactgttc caggagcagc agaatgaggg ccacggggag 
1560 

gccctgctgt tcgaagggat caagaaaaaa aaacagcaga aaataaagaa cattctgtca 
1620 

aacaagacat tgagagaaca taattcattt gtggagagat gcatcgactg gaaccgcgag 
1680 

ctgctgaagc gggagctggg cctggccgag agtgacatca ttgacatccc gcagctcttc 
1740 

aagctcaaag agttctctaa ggcggaagct tttttcccca acatggtgaa catgctggtg 
1800 

ctagggaagc acctgggcat ccccaagccc ttcgggcccg tcatcaacgg ccgctgctgc 
1860 

ctggaggaga aggtgtgttc cctgctggag ccactgggcc tccagtgcac cttcatcaac 
1920 

gacttcttca cctaccacat caggcatggg gaggtgcact gcggcaccaa cgtgcgcaga 
1980 

aagcccttct ccttcaagtg gtggaacatg gtgccctgag cccatcttcc ctggcgtcct 
2040 

ctccctcctg gccagatgtc gctgggtcct ctgcagtgtg gcaagcaaga gctcttgtga 
2100 

atattgtggc tccctggggg cggccagccc tcccagcagt ggcttgcttt cttctcctgt 
2160 

gatgtcccag tttcccactc tgaagatccc aacatggtcc tagcactgca cactcagttc 
2220 

tgctctaaga agctgcaata aagttttttt aagtcacttt gtaca 
2265 

<210> 2696 
<211> 663 
<212 > PRT 

<213> Homo sapiens 
<400> 2696 

Met Ala Gin Gly Thr Leu He Arg Val Thr Pro Glu Gin Pro Thr His 
1 5 10 15 

Ala Val Cys Val Leu Gly Thr Leu Thr Gin Leu Asp lie Cys Ser Ser 
20 25 30 

Ala Pro Glu Asp Cys Thr Ser Phe Ser lie Asn Ala Ser Pro Gly Val 
35 40 45 

Val Val Asp He. Ala His Ser Pro Pro Ala Lys Lys Lys Ser Thr Gly 
50 55 60 

Ser Ser Thr Trp Pro Leu Asp Pro Gly Val Glu Val Thr Leu Thr Met 

65 70 75 80 

Lys Ala Ala Ser Gly Ser Thr Gly Asp Gin Lys Val Gin lie Ser Tyr 

85 90 95 

Tyr Gly Pro Lys Thr Pro Pro Val Lys Ala Leu Leu Tyr Leu Thr Ala 
100 105 110 

Val Glu lie Ser Leu Cys Ala Asp He Thr Arg Thr Gly Lys Val Lys 
115 120 125 

Pro Thr Arg Ala Val Lys Asp Gin Arg Thr Trp Thr Trp Gly Pro Cys 
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130 135 140 


Gly Gin 

Gly 

Ala 

lie 

Leu 

Leu 

Val 

Asn 

Cys 

Asp 

Arg 

Asp 

Asn 

Leu 

Glu 

145 





150 





155 





160 

Ser 

Ser 

Ala 

Met 

Asp 

Cys 

Glu 

Asp 

Asp 

Glu 

Val 

Leu 

Asp 

Ser 

Glu Asp 





165 





170 





175 


Leu 

Gin 

Asp 

Met 

Ser 

Leu 

Met 

Thr 

Leu 

Ser 

Thr 

Lys 

Thr 

Pro 

Lys Asp 




180 





185 





190 



Phe 

Phe 

Thr 

Asn 

His 

Thr 

Leu 

Val 

Leu 

His 

Val 

Ala 

Arg 

Ser 

Glu 

Met 



195 





200 





205 




Asp 

Lys 

Val 

Arg 

Val 

Phe 

Gin 

Ala 

Thr 

Arg 

Gly 

Lys 

Leu 

Ser 

Ser 

Lys 


210 





215 





220 





Cys 

Ser 

Val 

Val 

Leu 

Gly 

Pro 

Lys 

Trp 

Pro 

Ser 

His 

Tyr 

Leu 

Met 

Val 

225 





230 





235 





240 

Pro Gly 

Gly 

Lys 

His 

Asn 

Met 

Asp 

Phe 

Tyr 

Val 

Glu 

Ala 

Leu 

Ala 

Phe 





245 





250 





255 


Pro Asp 

Thr 

Asp 

Phe 

Pro 

Gly 

Leu 

lie 

Thr 

Leu 

Thr 

lie 

Ser 

Leu 

Leu 




260 





265 





270 



Asp 

Thr 

Ser 

Asn 

Leu 

Glu 

Leu 

Pro 

Glu 

Ala 

val 

Val 

Phe 

Gin 

Asp 

Ser 



275 





280 





285 




Val 

Val 

Phe 

Arg 

Val 

Ala 

Pro 

Trp 

lie 

Met 

Thr 

Pro 

Asn 

Thr 

Gin 

Pro 


290 





295 





300 





Pro 

Gin 

Glu 

Val 

Tyr 

Ala 

Cys 

Ser 

lie 

Phe 

Glu 

Asn 

Glu 

Asp 

Phe 

Leu 

305 





310 





315 





320 

Lys 

Ser 

Val 

Thr 

Thr 

Leu 

Ala 

Met 

Lys 

Ala 

Lys 

Cys 

Lys 

Leu 

Thr 

lie 





325 





330 





335 


Cys 

Pro 

Glu 

Glu 

Glu 

Asn 

Met 

Asp 

Asp 

Gin 

Trp 

Met 

Gin 

Asp 

Glu 

Met 




340 





345 





350 



Glu 

lie 

Gly 

Tyr 

lie 

Gin 

Ala 

Pro 

His 

Lys 

Thr 

Leu 

Pro 

Val 

Val 

Phe 



355 





360 





365 




Asp 

Ser 

Pro 

Arg 

Asn 

Arg 

Gly 

Leu 

Lys 

Glu 

Phe 

Pro 

lie 

Lys 

Arg 

Val 


370 





375 





380 





Met 

Gly 

Pro 

Asp 

Phe 

Gly 

Tyr 

Val 

Thr 

Arg 

Gly 

Pro 

Gin 

Thr 

Gly Gly 

385 





390 





395 





400 

lie 

Ser 

Gly 

Leu 

Asp 

Ser 

Phe Gly 

Asn 

Leu 

Glu 

Val 

Ser 

Pro 

Pro 

Val 





405 





410 





415 


Thr 

val 

Arg 

Gly 

Lys 

Glu 

Tyr 

Pro 

Leu 

Gly 

Arg 

lie 

Leu 

Phe 

Gly Asp 




420 





425 





430 



Ser 

Cys 

Tyr 

Pro 

Ser 

Asn 

Asp 

Ser 

Arg 

Gin 

Met 

His 

Gin 

Ala 

Leu 

Gin 



435 





440 





445 




Asp 

Phe 

Leu 

Ser 

Ala 

Gin 

Gin 

Val 

Gin 

Ala 

Pro 

Val 

Lys 

Leu 

Tyr 

Ser 


450 





455 





460 





Asp 

Trp 

Leu 

Ser 

Val 

Gly 

His 

Val 

Asp 

Glu 

Phe 

Leu 

Ser 

Phe 

Val 

Pro 

465 





470 





475 





480 

Ala 

Pro 

Asp 

Arg 

Lys 

Gly 

Phe Arg 

Leu 

Leu 

Leu 

Ala 

Ser 

Pro 

Arg 

Ser 





485 





490 





495 


Cys 

Tyr 

Lys 

Leu 

Phe 

Gin 

Glu 

Gin 

Gin 

Asn 

Glu 

Gly. His 

Gly 

Glu 

Ala 




500 





505 





510 



Leu 

Leu 

Phe 

Glu 

Gly 

He 

Lys 

Lys 

Lys 

Lys 

Gin 

Gin 

Lys 

lie 

Lys 

Asn 



515 





520 





525 




He 

Leu 

Ser 

Asn 

Lys 

Thr 

Leu 

Arg 

Glu 

His 

Asn 

Ser 

Phe 

Val 

Glu Arg 


530 





535 





540 





Cys 

lie 

Asp 

Trp 

Asn 

Arg 

Glu 

Leu 

Leu 

Lys 

Arg 

Glu 

Leu 

Gly 

Leu 

Ala 

545 





550 





555 





560 

Glu 

Ser 

Asp 

lie 

lie 

Asp 

lie 

Pro 

Gin 

Leu 

Phe 

Lys 

Leu 

Lys 

Glu 

Phe 
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565 


Ser 

Lys 

Ala 

Glu 

580 

Ala 

Phe 

Phe 

Pro 

Gly 

Lys 

His 

595 

Leu Gly 

He 

Pro Lys 
600 

Arg 

Cys 

610 

Cys 

Leu 

Glu 

Glu 

Lys 

615 

Val 

Leu 

625 

Gin 

Cys 

Thr 

Phe 

lie 

630 

Asn 

Asp 

Gly 

Glu 

Val 

His 

Cys 

645 

Gly 

Thr 

Asn 

Lys 

Trp 

Trp Asn 
660 

Met 

Val 

Pro 



570 575 


Asn 

585 

Met 

Val 

Asn 

Met 

Leu 

590 

Val 

Leu 

Pro 

Phe 

Gly 

Pro 

Val 

605 

lie 

Asn 

Gly 

Cys 

Ser 

Leu 

Leu 

620 

Glu 

Pro 

Leu 

Gly 

Phe 

Phe 

Thr Tyr 
635 

His 

lie 

i 

Arg 

His 

640 

Val 

Arg 

650 

Arg 

Lys 

Pro 

Phe 

Ser 

655 

Phe 


<210> 2697 

<211> 2468 

<212> DNA 

<213 > Homo sapiens 

<4 00> 2697 

cagggcagcc cgggggaagc 
60 

atcaaggaac ctcgatggga 
120 

gtaactgacc ccaggaacat 
180 

gtacatgatt acaggcaagg 
240 

gcaaagtaca tctatgattc 
300 

ggaagaatgt cagcccaggt 
360 

tacaggacta cgccggctgt 
420 

gtcaattaca ccaacagaag 
480 

tacgtttctg caacaactgg 
540 

catgtctcac cactgatagg 
600 

attaatattc cattaatgag 
660 

aatgggaacc gcttggggga 
720 

gtgtccagga ttctcatggc 
780 

ttggaaaaga aagccttttt 
840 

ttagttggct tctgtttggt 
900 

agttccatgt ctgtgacaag 
960 

cctgaattgc gacgcgtgta 
1020 


gtccgggacc atgtctggag 
tcaaagcact ttcattggac 
tctgttaacc aacgaacaac 
aattgttcct cctggtctta 
agcttttcat cctgacactg 
tcccatgaac atgaccatca 
gctgttctgg cagtggatta 
tggagacgca cccctcactg 
tgccgtagca acagctctag 
acgttttgtt ccctttgctg 
gcaaagggaa ctcaaagttg 
gtcggcgaac gctgcgaaac 
agcccctggc atggccatcc 
gaagaggttc ccatggatga 
gtttgctaca cccctgtgtt 
cttggaggcc gagttgcaag 
cttcaataag ggattgtaaa 


aactaccacc aaacattaac 
gagccaatca tttcttcact 
tcgagagtgc gagaaaaata 
cagaaaatga attgtggaga 
gtgagaagat gattttgata 
caggttgtat gatgacgttt 
accagtcctt caatgccgtc 
tcaatgagtt gggaacagct 
gactcaatgc attgaccaag 
ccgtagctgc tgctaattgc 
gcattcccgt cacggatgag 
aagccatcac gcaagttgtc 
ctccattcat tatgaacact 
gtgcacccat tcaagttggg 
gtgccctgtt tcctcagaaa 
ctaagatcca agagagccat 
gcagggagga aacctctgca 
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gctcattctg ccactgcaaa 
1080 

tgggttctcc cagttacgga 
1140 

gctactttaa cagagcacct 
1200 

tgttatgatt tatagaaata 
1260 

atataccagc cctcacccag 
1320 

tatatggtca gtaaatgttc 
1380 

tactgaattt tcatctcact 
1440 

aatacaaaag ctctgggcta 
1500 

ttctagtttg gggattgcgc 
1560 

aaaagctcct tcacacccct 
1620 

gctggatcat tatatacatt 
1680 

tgttttttgt tcttataaag 
1740 

tatttacatc aaataatgaa 
1800 

caataccaat gctgtatgag 
1860 

gtgagactac agttccagct 
1920 

gctttcagaa agatacagtg 
1980 

atattgtatg ttgcattcca 
2040 

tcatctgtag tgatttcata 
2100 

agatgtttaa' cgtcatagac 
2160 

caaccaagtt tggatgggaa 
2220 

cccaggctgg agtgcagtgg 
2280 

cgccgttctc ctgcctcagc 
2340 

ccggctaatt tttttgtatt 
2400 

acctcgtgat ccgcccgcct 
2460 

cacccggg 

2468 


gctggtgtag ccatgctggt 
aaccttttaa agatccacat 
ggcgtgggcc aagtgcctga 
cctttcctgt agcttttata 
gttttaaaaa agcactggta 
tattgattat caatcagtga 
cccattgcaa atcaaggaga 
atctataaaa acttaccctg 
tagcccaatg aaggtgatga 
tccaaaagtc agtcacagac 
cagattgtga gtggattgcc 
atgataatct taccttgcag 
ataactgaaa tgtacaaatg 
tgggctgaat ccagttcatt 
acctacatgt cttttcttgt 
ataatgtgtg tatgaatcag 
cttcatttga aaataatgaa 
gataatatat ttaatatgac 
agtcggccct ctgtatccgt 
aatttttttt ttttttttga 
cgtagtctcg gctcactgca 
ccctctgaga agctgggact 
tttagtagag acggggtttc 
tggcctccca aggtgctggg 


gagaaaaatc ctgttcaacc 
tagcctttta gaataaagct 
tactccctta cactgaatca 
gtcattgttt ttcaaagacg 
ggcatagaat aggtgctcag 
aaaaagaaat ctgtttaaaa 
tctcagcagt gaactgggaa 
aaatattaag ggcagtttgc 
agcttttgga tttggagggt 
cactgcaaca tgccttccct 
ttggttgact tttaatttat 
ttattgactt tatattcaat 
tcaaattttg gaagtatatt 
gtgttttttt ttggtaagaa 
catccttata gatctctttg 
tcacaatgaa ttttacttga 
accatgtacc actgtttaca 
agattatgtt tcaactctgt 
gagctctata tctgtgaatt 
gacggagtct cgctctgtca 
agctccgcct cccgggttca 
acaggcgccc gccaccacgc 
actgtggtct cgatctcctg 
attgcaggcg tgagccaccg 


<210> 2698 
<21 1> 332 
<212> PRT 
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<213 > Homo sapiens 


<400> 2698 


Gin 

Gly 

Ser 

Pro 

Gly 

Glu 

Ala 

ser 

Gly 

Thr 

Met 

Ser 

Gly 

Glu 

Leu 

Pro 

1 




5 





10 





15 


Pro 

Asn 

lie 

Asn 

lie 

Lys 

Glu 

Pro 

Arg 

Trp 

Asp 

Gin 

Ser 

Thr 

Phe 

lie 




20 





25 





30 



Gly Arg 

Ala 

Asn 

His 

Phe 

Phe 

Thr 

Val 

Thr 

Asp 

Pro 

Arg 

Asn 

lie 

Leu 



35 





40 





45 




Leu 

Thr 

Asn 

Glu 

Gin 

Leu 

Glu 

Ser 

Ala 

Arg 

Lys 

lie 

Val 

His 

Asp 

Tyr 


50 





55 





60 





Arg 

Gin 

Gly 

lie 

Val 

Pro 

Pro 

Gly 

Leu 

Thr 

Glu 

Asn 

Glu 

Leu 

Trp 

Arg 

65 





70 





75 





80 

Ala 

Lys 

Tyr 

lie 

Tyr 

Asp 

Ser 

Ala 

Phe 

His 

Pro 

Asp 

Thr 

Gly 

Glu 

Lys 





85 





90 





95 


Met 

lie 

Leu 

lie 

Gly 

Arg 

Met 

Ser 

Ala 

Gin 

Val 

Pro 

Met 

Asn 

Met 

Thr 




100 





105 





HO 



lie 

Thr 

Gly 

Cys 

Met 

Met 

Thr 

Phe 

Tyr 

Arg 

Thr 

Thr 

Pro 

Ala 

Val 

Leu 



115 





120 





125 




Phe 

Trp 

Gin 

Trp 

lie 

Asn 

Gin 

Ser 

Phe 

Asn 

Ala 

Val 

Val 

Asn 

Tyr 

Thr 


130 





135 





140 





Asn 

Arg 

Ser 

Gly 

Asp 

Ala 

Pro 

Leu 

Thr 

Val 

Asn 

Glu 

Leu 

Gly 

Thr 

Ala 

145 





150 





155 





160 

Tyr 

Val 

Ser 

Ala 

Thr 

Thr 

Gly 

Ala 

Val 

Ala 

Thr 

Ala 

Leu 

Gly 

Leu 

Asn 




165 





170 





175 


Ala 

Leu 

Thr 

Lys 

His 

Val 

Ser 

Pro 

Leu 

lie 

Gly 

Arg 

Phe 

Val 

Pro 

Phe 




180 





185 





190 



Ala 

Ala 

Val 

Ala 

Ala 

Ala 

Asn 

Cys 

lie 

Asn 

lie 

Pro 

Leu 

Met 

Arg 

Gin 



195 





200 





205 




Arg 

Glu 

Leu 

Lys 

Val 

Gly 

lie 

Pro 

Val 

Thr 

Asp 

Glu 

Asn 

Gly 

Asn 

Arg 


210 





215 





220 





Leu Gly 

Glu 

Ser 

Ala 

Asn 

Ala 

Ala 

Lys 

Gin 

Ala 

lie 

Thr 

Gin 

Val 

Val 

225 





230 





235 





240 

Val 

Ser Arg 

lie 

Leu 

Met 

Ala 

Ala 

Pro 

Gly 

Met 

Ala 

lie 

Pro 

Pro 

Phe 





245 





250 





255 


lie 

Met 

Asn 

Thr 

Leu 

Glu 

Lys 

Lys 

Ala 

Phe 

Leu 

Lys 

Arg 

Phe 

Pro 

Trp 




260 





265 





270 



Met 

Ser 

Ala 

Pro 

lie 

Gin 

Val 

Gly 

Leu 

Val 

Gly 

Phe 

Cys 

Leu 

Val 

Phe 



275 





280 





285 




Ala 

Thr 

Pro 

Leu 

Cys 

Cys 

Ala 

Leu 

Phe 

Pro 

Gin 

Lys 

Ser 

Ser 

Met 

Ser 


290 





295 





300 





Val 

Thr 

Ser 

Leu 

Glu 

Ala 

Glu 

Leu 

Gin 

Ala 

Lys 

lie 

Gin 

Glu 

Ser 

His 

305 





310 





315 





320 

Pro 

Glu 

Leu 

Arg 

Arg 

Val 

Tyr 

Phe 

Asn 

Lys 

Gly 

Leu 









325 





330 








<2 10 > 2699 

<2 11> 974 

<212> DNA 

<213 > Homo sapiens 

<400 > 2699 

gaagcccgcg gaggagcggg taagagcccc gcgaatccgg ccccaacctc gggaacggga 
60 
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L999 a 99 c 99 ccctggccgc aagccccgcg ctgctagcgg gtccaccgcg tcgtagccga 
120 

cagccgccct tcttcctcgc agcgcgccgc gattcaccag cctggtccct tctgcggaga 
180 

gcgatgccgc ttcccgacac catgttctgc gctcagcaga tccacattcc cccggagctg 
240 

ccggacatcc tgaagcaatt caccaaggct gccatccgca cccagccggc cgacgtgctg 
300 

cggtggtcgg cagggtattt ttcagctctg tcgagaggag atccacttcc tgtaaaggac 
360 

agaatggaaa tgcctgtggc aacccagaaa acagacacag gcctgactca aggactcctg 
420 

aaagttttgc acaagcagtg tcaccacaag cggtatgtgg aattaacaga tcttgagcag 
480 

aagtggaaga acttgtgcct gccgaaggaa aaattcaaag cgctcttaca actggatcct 
540 

tgtgaaaaca aaatcaagtg gataaacttt ttagcgcttg gatgcagcat gcttggtggg 
600 

tccttgaaca ctgcgctgaa gcacctgtgc gagatcctca cggacgatcc ggaggcgggc 
660 

ccgctcgcat ccccttcaag acgttttcct acgtttaccg ctacttggcc agattagact 
720 

cagatgtgtc tcccttggag acggaatcct accttgcctc tctaaaggaa aatatagacg 
780 

ccaggaagaa cggcatgata ggtctttcag atttcttctt tccaaagagg aaacttttag 
840 

aaagcattga aaactctgaa gatgtaggcc attaatacag agaagaatac attttaatgt 
900 

caaaatagtg ctctttaaaa ttctggcacc aaatacaact taccctgaat cacaaaaaaa 
960 

aaaaaaaaaa aaaa 
974 

<210> 2700 
<211> 177 
<212> PRT 

<213 > Homo sapiens 
<400 > 2700 


Met 

Pro 

Leu 

Pro 

Asp 

Thr 

Met 

Phe 

Cys 

Ala 

Gin 

Gin 

lie 

His 

lie 

Pro 

1 




5 





10 





15 


Pro 

Glu 

Leu 

Pro 

Asp 

lie 

Leu 

Lys 

Gin 

Phe 

Thr 

Lys 

Ala 

Ala 

lie 

Arg 




20 





25 





30 



Thr 

Gin 

Pro 

Ala 

Asp 

Val 

Leu 

Arg 

Trp 

Ser 

Ala Gly 

Tyr 

Phe 

Ser 

Ala 



35 





40 





45 




Leu 

Ser 

Arg 

Gly 

Asp 

Pro 

Leu 

Pro 

val 

Lys 

Asp Arg 

Met 

Glu 

Met 

Pro 


50 





55 





60 





Val 

Ala 

Thr 

Gin 

Lys 

Thr 

Asp 

Thr 

Gly 

Leu 

Thr 

Gin 

Gly Leu 

Leu 

Lys 

65 





70 





75 





80 

Val 

Leu 

His 

Lys 

Gin 

Cys 

His 

His 

Lys 

Arg 

Tyr 

Val 

Glu 

Leu 

Thr 

Asp 





85 





90 





95 


Leu 

Glu 

Gin 

Lys 

Trp 

Lys 

Asn 

Leu 

Cys 

Leu 

Pro 

Lys 

Glu 

Lys 

Phe 

Lys 




100 





105 





110 



Ala 

Leu 

Leu 

Gin 

Leu 

Asp 

Pro 

Cys 

Glu 

Asn 

Lys 

He 

Lys 

Trp 

lie 

Asn 
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115 120 125 

Phe Leu Ala Leu Gly Cys Ser Met Leu Gly Gly Ser Leu Asn Thr Ala 
130 135 140 

Leu Lys His Leu Cys Glu lie Leu Thr Asp Asp Pro Glu Ala Gly Pro 

145 150 155 160 

Leu Ala Ser Pro Ser Arg Arg Phe Pro Thr Phe Thr Ala Thr Trp Pro 

165 170 175 

Asp 


<210> 2701 

<211> 646 

<212 > DNA 

<213> Homo sapiens 

<400> 2701 

ncccaaggtg gaggaaggcc tgcgagaagg acagtaagag atgctgagaa caggaaaaca 
60 

aaatcagctt tgacctgaag agtctacagt ccagttgaga agacagtcca ggacacacgt 
120 

agcacactga gaggatgatt taagaaaaac tggctgggca cggtgtccca tgcctgtaat 
180 

cccagcactt tgggaggcca aaatgccagc agctcttcct tgccagagat gatctgaccc 
240 

ggtgggggca gctggaaagc aacactggcc cccagctgaa gggcccagct gcagccagac 
300 

agatggtgct tgagaaccga ggcccggtga tcctccagcc acagtccagc ccaaccactg 
360 

ccactttcca tgggacttag aacttcggag ttgctgcctt gcaattggag gaaggacctg 
420 

gggcccggag accaggagag ccgctggaag cagtacctgg aggacgagag gatcgcgctt 
480 

ttcctgcaga acgaggagtt catgaaggaa ctgcaacgga accgcgactt cctcctcgct 
540 

ctggagagag atcgattgaa atacgaatcc cagaaatcta aatccagcag cgtggctgtc 
600 

ggaaacgact ttggcttttc ctctcctgtc ccaggaactg gcgacg 
646 

<210> 2702 
<211> 92 
<212> PRT 

<213> Homo sapiens 
<400> 2702 

Met Gly Leu Arg Thr Ser Glu Leu Leu Pro Cys Asn Trp Arg Lys Asp 
15 10 15 

Leu Gly Pro Gly Asp Gin Glu Ser Arg Trp Lys Gin Tyr Leu Glu Asp 
20 25 30 

Glu Arg He Ala Leu Phe Leu Gin Asn Glu Glu Phe Met Lys Glu Leu 
35 40 45 

Gin Arg Asn Arg Asp Phe Leu Leu Ala Leu Glu Arg Asp Arg Leu Lys 
50 55 60 
Tyr Glu Ser Gin Lys Ser Lys Ser Ser Ser Val Ala Val Gly Asn Asp 
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65 70 75 

Phe Gly Phe Ser Ser Pro Val Pro Gly Thr Gly Asp 
85 90 


80 


<210> 2703 

<211> 610 

<212> DNA 

<213> Homo sapiens 


<400> 2703 

gaagacatgg gcaaaagcat 
60 

gtcagcctgg ccacaggcgc 
120 ' 

ataaaatgca aaccacccct 
180 

ggcccttggg gaaaagggct 
240 

ggggaggggc ccaaagggga 
300 

catcttcctc aagcccaccc 
360 

agggtccctg gatctcactc 
420 

acatttcctc tggctcccag 
480 

atcccttttc tgccctagga 
540 

atatgcccag agcttccact 
600 


cccccaatac ctggggcaac 
cggggcgatc tacctgctct 
ctgtagcaac tcacccatct 
cttgccccca gaaggaacct 
ggcctccaag ttccctcttt 
tgcagcgtcc taggcaaggc 
aagtggatcc tcagactcat 
gattccactt cttggaaact 
acgtgaggct ttaaggaaag 
agtccacatg ttcttttgtg 


tggacatccg caaaagcgta 
acaaggccat caaggctggc 
gcatcgcccg tgaatgttcg 
tgctcccaag gcctttgctg 
tctttgatct ttctcttgtc 
cctgccagag atgctagctc 
ctggcaggtc tccaaatact 
tggtgtcggc agctcccccc 
ggaagattgg aggacttact 
cagagtagga aaatgagccc 


cttcacgcgt 

610 

<210> 2704 
<211> 108 
<212> PRT 

<213 > Homo sapiens 
<400> 2704 


Met 

1 

Gly 

Lys 

Ser 

lie 

5 

Pro 

Gin 

Tyr 

Ser 

Val 

Val 

Ser 

20 

Leu 

Ala 

Thr 

Gly 

Lys 

Ala 

He 

35 

Lys 

Ala 

Gly 

lie 

Lys 

40 

Ser 

Pro 

50 

lie 

Cys 

lie 

Ala 

Arg 

55 

Glu 

Leu 

65 

Leu 

Pro 

Pro 

Glu Gly 
70 

Thr 

Leu 

Gly 

Pro 

Lys 

Gly 

Glu 

85 

Ala 

Ser 

Lys 

Leu 

Val 

His 

Leu 

100 

Pro 

Gin 

Ala 

His 


Leu 

Gly 

Gin 

Leu 

Asp 

lie 

Arg 

Lys 


10 





15 


Ala 

Gly 

Ala 

lie 

Tyr 

Leu 

Leu 

Tyr 

25 





30 



Cys 

Lys 

Pro 

Pro 

Leu 

Cys 

Ser 

Asn 





45 




Cys 

Ser 

Gly Pro 

Trp 

Gly 

Lys 

Gly 




60 





Leu 

Pro 

Arg 

Pro 

Leu 

Leu 

Gly 

Glu 



75 





80 

Phe 

Pro 

Leu 

Phe 

Phe 

Asp 

Leu 

Ser 


90 





95 


Pro 

Ala 

Ala 

Ser 





105 
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<210> 2705 
<211> 843 
<212> DNA 

<213 > Homo sapiens 
<400> 2705 

nnacgcgtga cgtcccgcgt gatggctggg agggcccggc 
60 

ggaaggcggt tctgagagct tcagagagcg atggaaagca 
120 

gacatcaaca tccaggaacc tcgctgggac caaagtactt 
180 

tttttcactg ttactgatcc tcgaaatctg ctgctgtccg 
240 

cggaacatcg tgcagaacta cagggccggc gtggtgaccc 
300 

ctgtggaggg ccaagtatgt gtatgactcc gccttccatc 
360 

gtcctgattg gccgcatgtc agcccaggtg cccatgaaca 
420 

ctcacattct acaggaagac cccaaccgtg gtgttctggc 
480 

aatgccattg ttaactactc caaccgcagt ggtgacactc 
540 

gggacagcct atgtgagtgc caccactgga gctgtggcca 
600 

ctcaccaagc acctgccccc cttggtcggc agattcgtac 
660 

gccaactgca tcaacatccc cctgatgagg cagagggagc 
720 

actgatgaag ctggtcagag acttggccac tcggtgactg 
780 

caggtggtgg tatcgagaat cggcatggcg atccccgcca 

840 

atg 

843 

<210> 2706 
<211> 251 
<212> PRT 

<213 > Homo sapiens 


<400> 2706 


Met Glu 

Ser 

Lys 

Met 

Gly 

Glu 

Leu 

Pro 

Leu 

Asp 

1 



5 





10 


Pro Arg 

Trp 

Asp 

Gin 

Ser 

Thr 

Phe 

Leu 

Gly 

Arg 



20 





25 



Thr Val 

Thr 

Asp 

Pro 

Arg 

Asn 

Leu 

Leu 

Leu 

Ser 


35 





40 




Ala Ser 

Arg 

Asn 

He 

Val 

Gin 

Asn 

Tyr 

Arg 

Ala 

50 





55 





Gly lie 

Thr 

Glu 

Asp 

Gin 

Leu 

Trp 

Arg 

Ala 

Lys 

65 




70 





75 

Ala Phe 

His 

Pro 

Asp 

Thr 

Gly 

Glu 

Lys 

Val 

Val 


ggcgacagcg gaggcagaga 
aaatgggtga attgccttta 
tcctgggcag agcccggcac 
gggcacagct ggaagcttct 
cagggatcac cgaggaccag 
cggacacagg ggagaaggtg 
tgaccatcac tggctgcatg 
agtgggtgaa tcagtccttc 
ccatcactgt gaggcagctg 
cggccctggg actcaaatcc 
cctttgcagc agtggcagct 
tgcaggtggg catcccagtg 
ctgccaaaca gggcatcttc 
tggccattcc cccggtgatc 


lie 

Asn 

lie 

Gin 

15 

Glu 

Ala 

Arg 

His 

30 

Phe 

Phe 

Gly 

Ala 

45 

Gin 

Leu 

Glu 

Gly 

60 

Val 

Val 

Thr 

Pro 

Tyr 

Val 

Tyr 

Asp 

Ser 

80 

Leu 

lie 

Gly 

Arg 

Met 
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85 





90 





95 


Ser 

Ala 

Gin 

Val 

Pro 

Met 

Asn 

Met 

Thr 

lie 

Thr 

Gly 

Cys 

Met 

Leu 

Thr 




100 





105 





110 



Phe Tyr 

Arg 

Lys 

Thr 

Pro 

Thr 

Val 

Val 

Phe 

Trp 

Gin 

Trp 

Val 

Asn 

Gin 



115 





120 





125 




Ser 

Phe 

Asn 

Ala 

lie 

Val 

Asn 

Tyr 

Ser 

Asn 

Arg 

Ser 

Gly 

Asp 

Thr 

Pro 


130 





135 





140 





lie 

Thr 

Val 

Arg 

Gin 

Leu 

Gly 

Thr 

Ala 

Tyr 

Val 

Ser 

Ala 

Thr 

Thr 

Gly 

145 





150 





155 





160 

Ala 

Val 

Ala 

Thr 

Ala 

Leu 

Gly 

Leu 

Lys 

Ser 

Leu 

Thr 

Lys 

His 

Leu 

Pro 





165 





170 





175 


Pro 

Leu 

Val 

Gly 

Arg 

Phe 

Val 

Pro 

Phe 

Ala 

Ala 

Val 

Ala 

Ala 

Ala 

Asn 




180 





185 





190 



Cys 

lie 

Asn 

lie 

Pro 

Leu 

Met 

Arg 

Gin 

Arg 

Glu 

Leu 

Gin 

Val 

Gly 

lie 



195 





200 





205 




Pro 

Val 

Thr Asp 

Glu 

Ala 

Gly 

Gin 

Arg 

Leu 

Gly 

His 

Ser 

Val 

Thr 

Ala 


210 





215 





220 





Ala 

Lys 

Gin Gly 

lie 

Phe 

Gin 

Val 

Val 

Val 

Ser 

Arg 

lie 

Gly 

Met 

Ala 

225 





230 





235 





240 

lie 

Pro 

Ala 

Met 

Ala 

lie 

Pro 

Pro 

Val 

lie 

Met 










245 





250 








<210> 2707 
<211> 2921 
<212> DHA 

<213 > Homo sapiens 
<4 00> 2707 

nnggcgagtg gcgagtggcg agtgtcaggg gggcggccgg cgggggcggg gcggccggag 
60 

gaggcgttgg cagcgggctc ggacccacgc ggcgccgcgg cccgcctggc ctgcagcgct 
120 

cccacccccg gcggcggcac gatgcccttt gacttcagga ggtttgacat ctacaggaag 
180 

gtgcccaagg accttacgca gccaacgtac accggggcca ttatctccat ctgctgctgc 
240 

ctcttcatcc tcttcctctt cctctcggag ctcaccggat ttataacgac agaagttgtg 
300 

aacgagctct atgtcgatga cccagacaag gacagcggtg gcaagatcga cgtcagtctg 
360 

aacatcagtt tacccaatct gcactgcgag ttggttgggc ttgacattca ggatgagatg 
420 

ggcaggcacg aagtgggcca catcgacaac tccatgaaga tcccgctgaa caatggggca 
480 

ggctgccgct tcgaggggca gttcagcatc aacaaggtcc ccggcaactt ccacgtgtcc 
540 

acacacagtg ccacagccca gccacagaac ccagacatga cgcatgtcat ccacaagctc 
600 

tcctttgggg acacgctaca ggtccagaac atccacggag ctttcaatgc tctcggggga 
660 

gcagacagac tcacctccaa ccccctggcc tcccacgact acatcctgaa gattgtgccc 
720 

acggtttatg aggacaagag tggcaagcag cggtactcct accagtacac ggtggccaac 
780 
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aaggaatacg tcgcctacag 
840 

gacctcagcc ccatcacggt 
900 

accacgatct gtgccatcat 
960 

atcttcacag cctctgaggc 
1020 

acccagccta atggccgagg 
1080 

ctttggccct caatctggtc 
1140 

gggaaagtag aggatggctc 
1200 

gacaaattac actgcctgaa 
1260 

tcaggcaagg ggtggggagt 
1320 

cttccctcag gggaacatcc 
1380 

tctcgcagcc cccactaggt 
1440 

ctgccccaga ggcaccagac 
1500 

cctttataca cccggcacct 
1560 

tgtcactata gatggaaccc 
1620 

ggcctcaagt ctttacccca 
1680 

cagcagcagc ggtagagact 
1740 

cttcctctct tctcctcgtt 
1800 

tgtggcaaca gcattctggt 
1860 

agtggcaggg agtgggggtt 
1920 

ggtttgtgca cttacgtcca 
1980 

agcctctcag acggacgcca 
2040 

ggcctgtcct gtccgtggac 
2100 

tttctctaca gccatcgtgg 
2160 

caacacgttc ccagcccctg 
2220 

cctaccctgc tgctcctctt 
2280 

caggcattaa ttccacccag 
2340 

cacgcctgtt ttccatttat 
2400 


ccacacgggc cgcatcatcc 
caagtacaca gagagacggc 
tggcgggaee ttcaccgtcg 
ctggaagaag atccagctgg 
accctgggca tcgccagcct 
ccaaatctgg ctgtgtccca 
gatgttttgc agctacctct 
gttgcagttc ccctttccct 
ccagggatct tggggacccc 
cagaatgcat atcgatcagc 
ggacacatta atgatttggt 
ctgggctttc agctttggga 
tccacgaaag atggtacttc 
tgacttctgc cccatccctt 
cccctttctt gttcttccaa 
tgaatctgcc caccagtcac 
cctctgaac'c ctccaccaat 
tcccactgcc aagatctccc 
gtgtaaaggg gaagtcatct 
gatgggaagc atccttcctg 
tcggtcccaa ggccttaggt 
ctctaccttc tggactccct 
cccacttgac actgtgctcc 
aggcagctcc agggtgcccc 
catcctttcc cttttgtccc 
ggaattttag ctatgccctc 
agcaagattg tttgcatact 


ctgcaatctg gttccgctac 
agccgctgta cagattcatc 
ccggcatcct ggactcatgc 
gcaagatgca ttgacgccac 
tgcctccagt gccctgtctc 
aagggtgtgt gggaagtggg 
tttccccgtg tttcttttta 
ggggagcccc aagaacagag 
tcctaggaga gctgcagtct 
tctcagccag gcttcgacaa 
ttctcccctg ggcagccaac 
ccaggctgcc caaaggtact 
ccaagcaagc ccctatgatt 
cctgcccaac ctagaaccca 
gaagcagatg cccagttgct 
aaggcgggtc acagattcct 
gtgcctcagc ctgtgtgctg 
accactctgc tgggatctgc 
tttgagatcc agatagacat 
caaccctaaa ataatcatgc 
ggaggaagca aagcaggcca 
acgggtgcag agcacttggg 
tccatcagct ggtcacatgc 
acctgctcct gaggtgggtc 
gaaagggagg agcaatggtc 
atgtcccagg gagagagcca 
tttgtaatga aggggagtgt 
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ccagtggaag gatttttaaa attatcttat ggatagctca agtccctgcc atttgtaatt 
2460 

tttggctcta agctccgatt ggagacgctt ctccttgtgc atgtgagttg actgatgttg 
2520 

tgagtgtaaa tgcatttggt tatttctggt atcggtggcc acttggatgg atttttttac 
2580 

attctgttcc ccagttacag gaaggagtcc ctttggtgtg tgaatatgtg tgcctgtaga 
2640 

gggtggggca gggtggggtg gggatggaaa tgtgtggcat gcacatgagt tgaaattctt 
2700 

ttatgcattt ttttgaagaa aaaaaaaaaa acaactctga ggacataggg gatgtcagtt 
2760 

tcctatggaa gagacacctc tgacccgtta ttcttataat caaaatctga agggaaaaaa 
2820 

atgttttagt tctttcccca ctcgttgggt tcaactagat taaaaggctg attttcagaa 
2880 

aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa a 
2921 

<210> 2708 
<211> 337 
<212> PRT 

<213 > Homo sapiens 


<4 00> 2708 


Xaa 

Ala 

Ser 

Gly 

Glu 

Trp 

Arg 

Val 

Ser 

Gly 

Gly 

Arg 

Pro 

Ala 

Gly 

Ala 

1 



5 





10 





15 


Gly Arg 

Pro 

Glu 

Glu 

Ala 

Leu 

Ala 

Ala 

Gly 

Ser 

Asp 

Pro 

Arg 

Gly 

Ala 




20 





25 





30 



Ala 

Ala 

Arg 

Leu 

Ala 

Cys 

Ser 

Ala 

Pro 

Thr 

Pro 

Gly 

Gly 

Gly 

Thr 

Met 



35 





40 





45 




Pro 

Phe 

Asp 

Phe 

Arg 

Arg 

Phe 

Asp 

lie 

Tyr 

Arg 

Lys 

Val 

Pro 

Lys 

Asp 


50 





55 





60 





Leu 

Thr 

Gin 

Pro 

Thr 

Tyr 

Thr 

Gly 

Ala 

lie 

lie 

Ser 

lie 

Cys 

Cys 

Cys 

65 





70 





75 





80 

Leu 

Phe 

He 

Leu 

Phe 

Leu 

Phe 

Leu 

Ser 

Glu 

Leu 

Thr 

Gly 

Phe 

lie 

Thr 





85 





90 





95 


Thr 

Glu 

Val 

Val 

Asn 

Glu 

Leu 

Tyr 

Val 

Asp 

Asp 

Pro 

Asp 

Lys 

Asp 

Ser 




100 





105 





110 



Gly Gly 

Lys 

lie 

Asp 

Val 

Ser 

Leu 

Asn 

lie 

Ser 

Leu 

Pro 

Asn 

Leu 

His 



115 





120 





125 




Cys 

Glu 

Leu 

Val 

Gly 

Leu 

ASp 

lie 

Gin 

Asp 

Glu 

Met 

Gly 

Arg 

His 

Glu 


130 





135 





140 





Val 

Gly 

His 

lie 

Asp 

Asn 

Ser 

Met 

Lys 

lie 

Pro 

Leu 

Asn 

Asn 

Gly 

Ala 

145 




150 





155 





160 

Gly Cys 

Arg 

Phe 

Glu 

Gly 

Gin 

Phe 

Ser 

lie 

Asn 

Lys 

Val 

Pro 

Gly 

Asn 





165 





170 





175 


Phe 

His 

Val 

Ser 

Thr 

His 

Ser 

Ala 

Thr 

Ala 

Gin 

Pro 

Gin 

Asn 

Pro 

Asp 




180 





185 





190 



Met 

Thr 

His 

Val 

lie 

His 

Lys 

Leu 

Ser 

Phe 

Gly 

Asp 

Thr 

Leu 

Gin 

Val 



195 





200 





205 




Gin 

Asn 

lie 

His 

Gly 

Ala 

Phe 

Asn 

Ala 

Leu 

Gly 

Gly 

Ala 

Asp 

Arg 

Leu 


210 




215 





220 





Thr 

Ser 

Asn 

Pro 

Leu 

Ala 

Ser 

His 

Asp 

Tyr 

lie 

Leu 

Lys 

lie 

Val 

Pro 
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225 230 235 240 

Thr Val Tyr Glu Asp Lys Ser Gly Lys Gin Arg Tyr Ser Tyr Gin Tyr 

245 250 255 

Thr Val Ala Asn Lys Glu Tyr Val Ala Tyr Ser His Thr Gly Arg He 
260 265 270 

lie Pro Ala lie Trp Phe Arg Tyr Asp Leu Ser Pro lie Thr Val Lys 
275 280 285 

Tyr Thr Glu Arg Arg Gin Pro Leu Tyr Arg Phe lie Thr Thr lie Cys 
290 295 300 

Ala lie lie Gly Gly Thr Phe Thr Val Ala Gly lie Leu Asp Ser Cys 

305 310 315 320 

lie Phe Thr Ala Ser Glu Ala Trp Lys Lys lie Gin Leu Gly Lys Met 

325 330 335 


His 


<210> 2709 

<211> 984 

<212> DNA 

<213 > Homo sapiens 

<400> 2709 

acgcgtgaag ggagcctagc tgaggctgat 
60 

acgactgtga aagaagctga ggatgacaac 
120 

atcactctgg attttgatgg tgatgacctc 
180 

gattctgaag caagtaagcc aaaagatggg 
240 

gaaagcaagg attatgagat gaatgcgaac 
300 

aagggtgacc ctgtcgagaa ggaagccaga 
360 

aaagaaaagg atactttgaa gaaagggccc 
420 

agctcttcaa aggaatctaa agacagcaag 
480 

agtagtacta gtggtagcag tggaagctca 
540 

tctaatacca aagctgctga tttgaagaac 
600 

gcaaaagtag ttacaaatgc tcgaagtcct 
660 

tcttcaagca cagaggtgtc caggtgtatt 
720 

cagctgattt ctgttgaaaa agtaaaaggt 
780 

aatgatgaaa agagtagttc aagaagttct 
840 

agcaagacac aagcctctgt caaaaaagaa 
900 

aaagaaagca aggatactaa gaaaatagaa 
960 


cacacagctc atgaagagat ggaagctcat 
atctcggtca caatccaggc tgaagatgcc 
ctataaacag gtaaaaatgt gaaaattaca 
caggacgcca ttgcacagag cccggagaag 
cataaagatg gtaagaagga agactgcgtg 
gaaagttcta agaaagcaga atctggagac 
tcgtctactg gggcctctgg tcaagcaaag 
acatcatcta aagatgacaa aggaagtaca 
actaaaaata tctgggttag tggactttca 
ctctttggca aatatggaaa ggttctgagt 
ggggcaaaat gctatggcat tgtaactatg 
gcacatcttc atcgcactga gctgcatgga 
gatccctcta agaaagaaat gaagaaagaa 
ggagataaaa aaaatacgag tgatagaagt 
gagaaaagat cgtctgagaa atctgaaaaa 
ggtaaagatg agaagaatga taatggagca 
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agtggcc aa a catcagaatc gatt 
984 

<210> 2710 

<211> 242 

<212> PRT 

<213 > Homo sapiens 


<400> 2710 


Met 

Asn 

Ala 

Asn 

His 

Lys 

Asp 

Gly 

Lys 

Lys 

Glu Asp 

Cys 

Val 

1 




5 





10 





Asp 

Pro 

Val 

Glu 

Lys 

Glu 

Ala 

Arg 

Glu 

Ser 

Ser 

Lys 

Lys 

Ala 



20 





25 





30 

Gly Asp 

Lys 

Glu 

Lys 

Asp 

Thr 

Leu 

Lys 

Lys 

Gly 

Pro 

Ser 

Ser 



35 





40 





45 


Ala 

Ser 

Gly 

Gin 

Ala 

Lys 

Ser 

Ser 

Ser 

Lys 

Glu 

Ser 

Lys 

Asp 


50 





55 





60 



Thr 

Ser 

Ser 

Lys 

Asp 

Asp 

Lys 

Gly 

Ser 

Thr 

Ser 

Ser 

Thr 

Ser 

65 





70 





75 




Ser Gly 

Ser 

Ser 

Thr 

Lys 

Asn 

lie 

Trp 

Val 

Ser Gly 

Leu 

Ser 





85 





90 





Thr 

Lys 

Ala 

Ala 

Asp 

Leu 

Lys 

Asn 

Leu 

Phe 

Gly Lys 

Tyr Gly 



100 





105 





110 

Leu 

Ser 

Ala 

Lys 

Val 

Val 

Thr 

Asn 

Ala 

Arg 

Ser 

Pro 

Gly Ala 



115 




120 





125 


Tyr Gly 

lie 

Val 

Thr 

Met 

Ser 

Ser 

Ser 

Thr 

Glu 

Val 

Ser Arg 


130 





135 





140 



Ala 

His 

Leu 

His 

Arg 

Thr 

Glu 

Leu 

His 

Gly Gin 

Leu 

lie 

Ser 

145 





150 





155 




Lys 

Val 

Lys 

Gly 

Asp 

Pro 

Ser 

Lys 

Lys 

Glu 

Met 

Lys 

Lys 

Glu 





165 





170 





Glu 

Lys 

Ser 

Ser 

Ser 

Arg 

Ser 

Ser 

Gly Asp 

Lys 

Lys 

Asn 

Thr 



180 





185 





190 

Arg 

Ser 

Ser 

Lys 

Thr 

Gin 

Ala 

Ser 

Val 

Lys 

Lys 

Glu 

Glu 

Lys 


195 





200 





205 


Ser 

Glu 

Lys 

Ser 

Glu 

Lys 

Lys 

Glu 

Ser 

Lys 

Asp 

Thr 

Lys 

Lys 


210 





215 





220 



Gly Lys 

Asp 

Glu 

Lys 

Asn Asp 

Asn 

Gly Ala 

Ser Gly 

Gin 

Thr 


225 230 235 

Ser He . 


Lys 

Gly 

15 


Glu 

Ser 

Thr 

Gly 

Ser 

Lys 

Gly 

Ser 


80 

Ser 

Asn 

95 


Lys 

Val 

Lys 

Cys 

Cys 

lie 

Val 

Glu 


160 

Asn 

Asp 

175 


Ser 

Asp 

Arg 

Ser 

lie 

Glu 

Ser 

Glu 


240 


<210> 2711 

<211> 6536 

<212 > DNA 

<213 > Homo sapiens 

<400> 2711 

ttgttttaga aagctctttt attttcagtt ctggctgtgt tcaacatctt agcttacgtt 
60 

tttcatgttg taatgatctg ccgtacggac gatcacctct aagttagaga gttctgtaat 
120 

ttggcttgga ttaaagatgc ttggttagtg aaagctgctg ctttttttat agtcaaagga 
180 
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ctggttctga gagccttgtt 
240 

tttggcatcc attgcatcat 
300 

cggaaaatcc agcacgttaa 
360 

ccagtgctgc agcagacatt 
420 

tttaaagaag cattaatact 
480 

gaaccagact gctcactaga 
540 

cgaaggtcct tgcccgagtt 
600 

gagcccctgg atgaagaagc 
660 

tggaagacgc aacgcagtga 
720 

gatgacttga atgcttcaca 
780 

ctgcaacaag tttgtgaaga 
840 

ctggtttcca tctgtgagca 
900 

gtattccata atcttgatcc 
960 

tttaaaaatg gaaaatctct 
1020 

cacctttcca tgcagtcttt 
1080 

acaagtacca ttggctttcg 
1140 

gtggagagga tactcgacac 
1200 

aaggccttgg atttcagcct 
1260 

gaaaatgaac ttttggttac 
1320 

gctgaaatcc ggcatttgtt 
1380 

ggtcggatct ggacagccga 
1440 

gatgcggcca tagagcggcg 
1500 

gagcgaatag cagccttaaa 
1560 

gcaggcaagc agcgtttaga 
1620 

tatatccggg accgccttgc 
1680 

ctagaaaatg cagagaagtt 
1740 

ttggaaaatg tgctagcaga 
1800 


gcagatggct gaggtcaccg 
ggcgaaggca tcttcagatg 
aaatgaactt tgccacatgt 
acttcaggac aacctcttgg 
catcttgtcc agaactctgt 
agctcagccc agatatgtta 
ccaagagtcc gtggaggagt 
gcggccttca cacatcccag 
ggagtatgaa gcggaaggcc 
gagtggatct tcccctcccc 
tttggggatc acccctgatg 
gtatggtttg cagaatgtgg 
tgacggtaca atgagtgtag 
tacaccatca gcatctactc 
cgatgagagt ggacgacgta 
ggtcttctcc tgcctggatg 
ctggcaggaa gagggcattg 
cgatggaaac atcaatttga 
caagaacagc attcaccagg 
ggaacgagtc gatcaggtgg 
gaagctcaag tctttaatgg 
gaatgagtac aacctcagga 
aaatgaactc cgaaaagaga 
acttgaacag gaaattgaaa 
cctctcttta aaggaaaaca 
ggcagaatat gagaatctga 
aaagtttggt gacctcgatc 


tcccaagggt gtatgtcgtg 
tgcaggtttc aggctttcat 
tgagcttgga ggaggtggcc 
gcagggtaca ttttgaccaa 
cagatgaaga acacttccaa 
gaggtgagaa gccttacgga 
ttcctgaggt gacggtgatt 
ccggtgactg cagtgagcac 
agttaaggtt ttggaaccca 
aagactggat agaagagaaa 
gtcacctgaa ccggaagaag 
atggagagat gctcgaggaa 
aagatttttt ctatggtttg 
catatagaca actaaaaagg 
ccacaacctc atcagcaacg 
atgggatggg ccatgcatct 
agaacagcca ggagatcctg 
cagaattaac actggccctt 
cggctctggc cagctttaag 
tcagagaaaa gagaagctac 
cctcggaggt ggatgatcac 
aactggatga agagtacaag 
gagagcagat cctgcagcag 
aggcaaaaac agaagagaac 
gtcgtctgga aaatgagctt 
caaacaaact tcagagaaat 
ctagcagtgc tgagttcttc 
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ctgcaagaag agagactgac 
1860 

caagaccaag tagatgaact 
1920 

ctcaggcttc cgttgaagaa 
1980 

gagcccgaac acgggctcgg 
2040 

gagctggtca ttgaacagat 
2100 

gagctcgaag ataaagtgcg 
2160 

aagaaggcac aggagaacat 
2220 

caaataagtg accttaaaat 
2280 

gaggcacatc atgaggccac 
2340 

cttgaggagg aaaagactca 
2400 

aaggctagac tgacacaggc 
2460 

agcgcctgga cagaagagaa 
2520 

gagcagctga caagcctggt 
'2580 

ctcttggaaa agcaccaaag 
2640 

aatagaagaa cctctcaaat 
2700 

aggtgtgaaa gcgctctgca 
2760 

caggaacagc agcgtgagga 
2820 

gagtgtgcgg aagcacagga 
2880 

ctggtcctga cccaggagag 
2940 

atggtcgtcg agagacagca 
3000 

acccagcaaa gcctgctgtc 
3060 

ctgagggagc gtgaggaggt 
3120 

cggctggaaa gactagaaat 
3160 

ctagccatgg agaacattca 
3240 

atgagcacag aaatctccag 
3300 

cctctctcta tgcttcagag 
3360 

ggagccctgt ccctgcttca 
3420 


acagatgaga aatgaatatg 
ccagtctgag ctggaagaat 
ctcaccgtca gaagaagttg 
ttctgaagaa tgcaatccat 
gaaagaacaa catcacaggg 
ccattatgaa aagcagctgg 
gaagcaaagg catgagaacg 
gaaaattgct gaacttcagg 
ttgcaggcat gaggaggaga 
cctgcaggag aagctgaggc 
tcaagcaagc tttgggcggg 
ggtgagaggc ttgactcagg 
ggagaaacat actcttgaga 
ggagcttcag gagggaaggg 
agaagcccag tttcagtctg 
aagcctggag gggcgctacc 
gaaatcccag tgggaatttg 
gctgctgaaa gagactctta 
agagatgctg gagaaaacat 
gctactccaa gacctggaag 
tgaccagata cttgagctga 
cctgtgccag cagggggtct 
ggaacatgac caggaaaggc 
caaagcgacc tgtgagacag 
acttcagagt aaaataaagg 
tggttgccag gtgataggag 
gaaaggggag cagctgttgg 


agcggcagtg cagggtacta 
atcgtgcaca aggcagagtg 
aggctaacag cggtggcatt 
tgaatatgag cattgaggca 
acatatgttg cctcagactg 
acgaaaccgt ggtcagctgc 
aaacgcacac cttagaagaa 
ggcaagcagc agtgctcaag 
aaaaacaact gcaagtgaag 
tgcaacatga gatggagctc 
agagggaagg ccttcagagt 
aactagagca gtttcaccag 
aagaggagtt aagaaaagag 
aaaaaatgga aacagagtgt 
attgtcagaa agtcactgag 
gccaagagct gaaggacctc 
agaaggacga gctcacccag 
agagagagaa aacaacttct 
acaaagacca tttgaacagc 
acctaagaaa tgtatctgaa 
agagcagtca caaaagggaa 
cggagcagct ggccagccag 
aggaaatgat gtccaagctt 
cagatcgaga aagagccgag 
aaatgcagca ggcaacatct 
aggaggaggt ggaaggagat 
aagaaaatgg ggacgtcctc 
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ttaagcctgc agagagctca 
3480 

atttctagat tgcaacagag 
3540 

ttggatgagc cagctactga 
3600 

cagcaaaacc gaacgaagca 
3660 

gaagatgatg aggtccggga 
3720 

gtcaaaatag aggagtctga 
3780 

gagaccagga ctgaatcctg 
3840 

atgatgtttt gtgcggactg 
3900 

gtttctgtgc tcaaaaagaa 
3960 

tataagctgt tgtatgaaga 
4020 

atgatggaga cacgctacga 
4080 

ttcaggttgc aggatgagct 
4140 

gaaaagagtt acgatgaggt 
4200 

cttcaaggca agattgagaa 
4260 

tatgggaagn gcagtttaga 
4320 

aatcagacac tggaagagtg 
4380 

tgtaagcaag aaaaccagta 
4440 

catgaaattg cctggttaca 
4500 

aatcaagtta tactggagga 
4560 

catcaggcca ccatagcaga 
4620 

aagttgaagg agagagtccc 
4680 

aaggaggaag aactgaaggc 
4740 

caaaaggttg aacttctgaa 
4800 

agaaatgaaa ttactacttt 
4860 

ttaaatggat ctcaggaaga 
4920 

gcagttctga agatggttga 
4980 

caacaattgg atttggaaaa 
5040 


tgaacaggca gtgaaggaaa 
gctacaaaag ttagagccag 
gttttttgga aatactgcgg 
agtagaaggt gtgaccaggc 
cctgggaagt acagggacga 
agcttcagta gagggttttt 
ggagctgaaa aatcacatta 
tgatctagct tctgaaaaga 

actgaaaatc cttgagagaa 

/ 

tgtgagccga gaaaatgact 
tgaggcracrta gaaaataaca 
gaagaaaatg gaggaagtca 
caaaatagaa aatgaggagc 
gcttnncacg agagcgtggt 
gaacctggaa atcgaacctg 
tgtgcccagg gttaggagtg 
ccttgagggg aacacacagc 
tggaacaatt cagacacatc 
aaacactact ctcctaggct 
gttagaactg gagaaaacaa 
tattttagtt aagcaaaaag 
aatgatgcat gacttgcaaa 
atatgaatct gaaaagcttc 
aaatgaagaa gatagcattt 
aatgtggcaa aaaacggaat 
aaatttaaag aaacagattt 
tacagaactt agccaaaaga 


atgtgaaaat ggctactgaa 
ggttagtaat gtcttcttgt 
aacaaacaga gccgttttta 
ggcatgtcct aagtgacctg 
gctctgttca gagacaggaa 
ccgagcttga aaacagtgaa 
gtctgcttca ggaacagctc 
aacaggagct actttttgat 
tccctgaggc ttctcccaga 
gccttcagga agagctggag 
aagaactcac tgcagaggtt 
ctgaaacatt cc tcagcctg 
tgaatgttct ggttttgaga 
caagcggtgt gactgctgct 
atggaaatat actccagctc 
tacatcatgt catagaggaa 
tzcttggaaaa agtaaaagca 
aagaaaggcc aagagtacag 
ttcaagacaa acattttcag 
agttacagga gctgactagg 
atgtactttc tcccggaaaa 
tcccttgcag tgagatgcag 
aacaggaaaa ttctattttg 
ctaacctgaa attagggaca 
ctgtaaaaca agaaaatgct 
cagaattaaa aatcaaaaac 
actctccaaa ccaggaaaaa 
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ctgcaagaac ttaatcaact 
5100 

aacagtgcat tggaggaacg 
5160 

tgtaaagtgc agtcctccac 
5220 

atacagaccc atattgtgca 
5280 

aaacagctgc acagatgtcc 
5340 

agctacaacg aaaaactgct 
5400 

gtcgataagt tggcaaaatc 
5460 

cagaaatcct gggaacatca 
5520 

aaggttcaga atttagaaga 
5580 

tctgacccac gagtgactca 
5640 

cataagcaac ttcagaattc 
5700 

tcagggctcc ataaccagca 
5760 

gaggaacagc agctgctttg 
5820 

aaagccgaac tcacgcactc 
5880 

aagcaccaaa aacatctaaa 
5940 

agcttaaaga gagagtgtga 
6000 

agtcagatga attcccttga 
6060 

aaaaagaaac aagtaaaact 
6120 

gcgacgccta gcccgtcccc 
6180 

ccgatggtgc ccagggagca 
6240 

ataaaccagc acctgcagga 
6300 

ggaaaccagg aacaactggt 
6360 

ctgaaactag tgaaaaggct 
6420 

ctacccggtc atctctgttc 
6480 

ctttattgcc attaactcgt 
6536 


gctaacagaa atgctatgcc 
ggaacaagag aagtttaatc 
tttagtgtct tctctggagg 
acaggaaaac ccccttctcc 
cgatctctcg aacttccagc 
gaaagaaaag gaagctctga 
aagtctttta gagcatagaa 
gagtgcgagc ttaaagacac 
caccgtgcag aatgtaaacc 
gcaggaaaag gaggctttaa 
tgtgngcaag agctgggccc 
gaaaaggctg tcctgggaca 
gcaagagaat gagaggctcc 
ccgggagaag gtccgtcaat 
cccatcaggt accatgaatc 
tcagtttcag aaagaacaat 
acaagaatta gaaacaattc 
ggatgagcag ctcatggaga 
tcatgcttgg gatttgcagc 
gtttctgcag cttcaacgcc 
ggaacttgaa aacaggacct 
aactgtcatg gaggaacgaa 
tcttcaagag aaagtgaatc 
acccacctca cattccagct 
taacttatgt tgtctaataa 


agaaggaaaa agagccagga 
tgaaagaaga accggaacgt 
cggagctctc tgaagttaaa 
aagatgaact ggagaaaatg 
aaaaaatctc tagtgttcta 
gtgaggaatt aaatagctgt 
ttgcgacgat gaagcaggaa 
agctggtggc ttctcaggaa 
tgcaaatgtc ccggatgaaa 
aacaagaagt gatgccttta 
cagagatagc tactcatcca 
agttggatca tctgatgaat 
agaccatggt acagaacacc 
tggaatccaa tcttcttccc 
ccacagagca agaaaaattg 
ctcctgctaa caggaaggtc 
atttggaaaa tgaaggcctg 
tgcagcacct gaggtccact 
tgctccagca gcaagcctgt 
agctgctgca ggcagaaagg 
ccgaaaccaa cacaccacag 
tgatagaagt tgaacagaaa 
agctcaaaga acaagtgagc 
ttaactccag ttttacatcc 
aggcaaattc tattat 


<210> 2712 
<211> 2096 
<212> PRT 
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<213 > Homo sapiens 


<400> 2712 


Met 

Ala 

Glu 

Val 

Thr 

Val 

Pro 

Arg 

Val 

Tyr 

Val 

Val 

Phe 

Gly 

lie 

His 

l 




5 





10 





15 


Cys 

He 

Met 

Ala 

Lys 

Ala 

Ser 

Ser Asp 

Val 

Gin 

Val 

Ser Gly 

Phe 

His 



20 





25 





30 



Arg 

Lys 

lie 

Gin 

His 

Val 

Lys 

Asn 

Glu 

Leu 

Cys 

His 

Met 

Leu 

Ser 

Leu 

35 





40 





45 




Glu 

Glu 

Val 

Ala 

Pro 

Val 

Leu 

Gin 

Gin 

Thr 

Leu 

Leu 

Gin Asp 

Asn 

Leu 


50 





55 





60 





Leu Gly 

Arg 

Val 

His 

Phe Asp 

Gin 

Phe 

Lys 

Glu 

Ala 

Leu 

lie 

Leu 

lie 

65 





70 





75 





80 

Leu 

Ser 

Arg 

Thr 

Leu 

Ser Asp 

Glu 

Glu 

His 

Phe 

Gin 

Glu 

Pro 

Asp 

Cys 




85 





90 





95 


Ser 

Leu 

Glu 

Ala 

Gin 

Pro 

Arg 

Tyr 

Val 

Arg 

Gly 

Glu 

Lys 

Pro 

Tyr 

Gly 




100 





105 





HO 



Arg Arg 

Ser 

Leu 

Pro 

Glu 

Phe 

Gin 

Glu 

Ser 

Val 

Glu 

Glu 

Phe 

Pro 

Glu 



115 





120 





125 




Val 

Thr 

Val 

lie 

Glu 

Pro 

Leu 

Asp 

Glu 

Glu 

Ala 

Arg 

Pro 

Ser 

His 

lie 


130 





135 





140 





Pro 

Ala 

Gly Asp 

Cys 

Ser Glu 

His 

Trp 

Lys 

Thr 

Gin 

Arg 

Ser 

Glu 

Glu 

145 





150 





155 





160 

Tyr 

Glu 

Ala 

Glu 

Gly Gin 

Leu 

Arg 

Phe 

Trp 

Asn 

Pro Asp 

Asp 

Leu 

Asn 




165 





170 





175 


Ala 

Ser 

Gin 

Ser 

Gly 

Ser 

Ser 

Pro 

Pro 

Gin 

Asp 

Trp 

lie 

Glu 

Glu 

Lys 




180 





185 





190 



Leu 

Gin 

Gin 

Val 

Cys 

Glu Asp 

Leu Gly 

lie 

Thr 

Pro 

Asp Gly 

His 

Leu 



195 





200 





205 




Asn Arg 

Lys 

Lys 

Leu 

Val 

Ser 

lie 

Cys 

Glu 

Gin 

Tyr 

Gly 

Leu 

Gin 

Asn 


210 





215 





220 





Val 

Asp 

Gly Glu 

Met 

Leu 

Glu 

Glu 

Val 

Phe 

His 

Asn 

Leu 

Asp 

Pro 

Asp 

225 




230 





235 





240 

Gly Thr 

Met 

Ser 

val 

Glu 

Asp 

Phe 

Phe 

Tyr 

Gly 

Leu 

Phe 

Lys 

Asn 

Gly 





245 





250 





255 


Lys 

Ser 

Leu 

Thr 

Pro 

Ser 

Ala 

Ser 

Thr 

Pro 

Tyr 

Arg 

Gin 

Leu 

Lys 

Arg 



260 





265 





270 



His 

Leu 

Ser 

Met 

Gin 

Ser 

Phe 

Asp 

Glu 

Ser 

Gly 

Arg Arg 

Thr 

Thr 

Thr 



275 





280 





285 




Ser 

Ser 

Ala 

Thr 

Thr 

Ser 

Thr 

lie Gly 

Phe 

Arg 

Val 

Phe 

Ser 

Cys 

Leu 


290 





295 





300 





Asp Asp 

Gly Met 

Gly 

His 

Ala 

Ser 

Val 

Glu 

Arg 

lie 

Leu 

Asp 

Thr 

Trp 

305 





310 





315 





320 

Gin 

Glu 

Glu Gly 

lie 

Glu 

Asn 

Ser 

Gin 

Glu 

lie 

Leu 

Lys 

Ala 

Leu 

Asp 





325 





330 





335 


Phe 

Ser 

Leu 

Asp 

Gly Asn 

lie 

Asn 

Leu 

Thr 

Glu 

Leu 

Thr 

Leu 

Ala 

Leu 




340 





345 





350 



Glu 

Asn 

Glu 

Leu 

Leu 

Val 

Thr 

Lys 

Asn 

Ser 

lie 

His 

Gin 

Ala 

Ala 

Leu 



355 





360 





365 




Ala 

Ser 

Phe 

Lys 

Ala 

Glu 

lie 

Arg 

His 

Leu 

Leu 

Glu 

Arg 

Val 

ASp 

Gin 


370 





375 





380 





Val 

Val 

Arg 

Glu 

Lys 

Arg 

Ser 

Tyr Gly 

Arg 

lie 

Trp 

Thr 

Ala 

Glu 

Lys 

385 




390 





395 





400 

Leu 

Lys 

Ser 

Leu 

Met 

Ala 

Ser 

Glu 

Val 

Asp 

Asp 

His 

Asp 

Ala 

Ala 

lie 


1950 



WO 00/58473 


PCT/U S00/0862 1 






405 





410 





415 


Glu 

Arg 

Arg Asn 

Glu 

Tyr 

Asn 

Leu 

Arg 

Lys 

Leu 

Asp 

Glu 

Glu 

Tyr 

Lys 




420 





425 





430 



Glu 

Arg 

lie 

Ala 

Ala 

Leu 

Lys 

Asn 

Glu 

Leu 

Arg 

Lys 

Glu 

Arg 

Glu 

Gin 



435 





440 





445 




He 

Leu 

Gin 

Gin 

Ala 

Gly 

Lys 

Gin 

Arg 

Leu 

Glu 

Leu 

Glu 

Gin 

Glu 

lie 


450 





455 





460 





Glu 

Lys 

Ala 

Lys 

Thr 

Glu 

Glu 

Asn 

Tyr 

lie 

Arg 

Asp 

Arg 

Leu 

Ala 

Leu 

465 




470 





475 





480 

Ser 

Leu 

Lys ( Glu 

Asn 

Ser 

Arg 

Leu 

Glu 

Asn 

Glu 

Leu 

Leu 

Glu 

Asn 

Ala 





485 





490 





495 


Glu 

Lys 

Leu 

Ala 

Glu 

Tyr 

Glu 

Asn 

Leu 

Thr 

Asn 

Lys 

Leu 

Gin 

Arg 

Asn 




500 





505 





510 



Leu 

Glu 

Asn 

Val 

Leu 

Ala 

Glu 

Lys 

Phe 

Gly 

Asp 

Leu 

Asp 

Pro 

Ser 

Ser 



515 





520 





525 




Ala 

Glu 

Phe 

Phe 

Leu 

Gin 

Glu 

Glu 

Arg 

Leu 

Thr 

Gin 

Met 

Arg 

Asn 

Glu 


530 





535 





540 





Tyr 

Glu 

Arg 

Gin 

Cys 

Arg 

Val 

Leu 

Gin 

Asp 

Gin 

Val 

Asp 

Glu 

Leu 

Gin 

545 





550 





555 





560 

Ser 

Glu 

Leu 

Glu 

Glu 

Tyr 

Arg 

Ala 

Gin 

Gly 

Arg 

Val 

Leu 

Arg 

Leu 

Pro 





565 





570 





575 


Leu 

Lys 

Asn 

Ser 

Pro 

Ser 

Glu 

Glu 

Val 

Glu 

Ala 

Asn 

Ser 

Gly 

Gly 

lie 




580 





585 





590 



Glu 

Pro 

Glu 

His 

Gly 

Leu 

Gly 

Ser 

Glu 

Glu 

Cys 

Asn 

Pro 

Leu 

Asn 

Met 



595 





600 





605 




Ser 

He 

Glu 

Ala 

Glu 

Leu 

Val 

lie 

Glu 

Gin 

Met 

Lys 

Glu 

Gin 

His 

His 


610 





615 





620 





Arg 

Asp 

lie 

Cys 

Cys 

Leu 

Arg 

Leu 

Glu 

Leu 

Glu 

Asp 

Lys 

Val 

Arg 

His 

625 





630 





635 





640 

Tyr 

Glu 

Lys 

Gin 

Leu Asp 

Glu 

Thr 

Val 

Val 

Ser 

Cys 

Lys 

Lys 

Ala 

Gin 





645 





650 





655 


Glu 

Asn 

Met 

Lys 

Gin Arg 

His 

Glu 

Asn 

Glu 

Thr 

His 

Thr 

Leu 

Glu 

Glu 




660 





665 





670 



Gin 

lie 

Ser Asp 

Leu 

Lys 

Met 

Lys 

lie 

Ala 

Glu 

Leu 

Gin 

Gly 

Gin 

Ala 



675 





680 





685 




Ala 

Val 

Leu 

Lys 

Glu 

Ala 

His 

His 

Glu 

Ala 

Thr 

Cys 

Arg 

His 

Glu 

Glu 


690 





695 





700 





Glu 

Lys 

Lys 

Gin 

Leu 

Gin 

Val 

Lys 

Leu 

Glu 

Glu 

Glu 

Lys 

Thr 

His 

Leu 

705 





710 





715 





720 

Gin 

Glu 

Lys 

Leu 

Arg 

Leu 

Gin 

His 

Glu 

Met 

Glu 

Leu 

Lys 

Ala 

Arg 

Leu 





725 





730 





735 


Thr 

Gin 

Ala 

Gin 

Ala 

Ser 

Phe 

Gly Arg 

Glu 

Arg 

Glu 

Gly 

Leu 

Gin 

Ser 




740 





745 





750 



Ser 

Ala 

Trp 

Thr 

Glu 

Glu 

Lys 

Val 

Arg 

Gly 

Leu 

Thr 

Gin 

Glu 

Leu 

Glu 



755 





760 





765 




Gin 

Phe 

His 

Gin 

Glu 

Gin 

Leu 

Thr 

Ser 

Leu 

Val 

Glu 

Lys 

His 

Thr 

Leu 


770 





775 





780 





Glu 

Lys 

Glu 

Glu 

Leu 

Arg 

Lys 

Glu 

Leu 

Leu 

Glu 

Lys 

His 

Gin 

Arg 

Glu 

785 





790 





795 





800 

Leu 

Gin 

Glu Gly 

Arg Glu 

Lys 

Met 

Glu 

Thr 

Glu 

Cys 

Asn 

Arg 

Arg 

Thr 





805 





810 





815 


Ser 

Gin 

He 

Glu 

Ala 

Gin 

Phe 

Gin 

Ser 

Asp 

Cys 

Gin 

Lys 

Val 

Thr 

Glu 




820 





825 





830 



Arg 

Cys 

Glu 

Ser 

Ala 

Leu 

Gin 

Ser 

Leu 

Glu 

Gly 

Arg 

Tyr 

Arg 

Gin 

Glu 
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835 





840 





845 




Leu 

Lys 

Asp 

Leu 

Gin 

Glu 

Gin 

Gin 

Arg 

Glu 

Glu Lys 

Ser 

Gin 

Trp 

Glu 


850 





855 





860 





Phe 

Glu 

Lys 

Asp 

Glu 

Leu 

Thr 

Gin 

Glu 

Cys 

Ala 

Glu 

Ala 

Gin 

Glu 

Leu 

870 





875 





880 






Leu 

Lys 

Glu 

Thr 

Leu 

Lys 

Arg 

Glu 

Lys 

Thr 

Thr 

Ser 

Leu 

Val 

Leu 

Thr 





885 





890 





895 


Gin 

Glu Arg 

Glu 

Met 

Leu 

Glu 

Lys 

Thr 

Tyr 

Lys Asp 

His 

Leu 

Asn 

Ser 




900 





905 





910 



Met 

Val 

Val 

Glu 

Arg 

Gin 

Gin 

Leu 

Leu 

Gin 

Asp 

Leu 

Glu 

Asp 

Leu 

Arg 



915 





920 





925 




Asn 

Val 

Ser 

Glu 

Thr 

Gin 

Gin 

Ser 

Leu 

Leu 

Ser Asp 

Gin 

lie 

Leu 

Glu 


930 





935 





940 





Leu 

Lys 

Ser 

Ser 

His 

Lys 

Arg 

Glu 

Leu Arg 

Glu Arg 

Glu 

Glu 

Val 

Leu 

945 





950 





955 





960 

Cys 

Gin 

Gin 

Gly 

Val 

Ser 

Glu 

Gin 

Leu 

Ala 

Ser 

Gin 

Arg 

Leu 

Glu 

Arg 





965 





970 





975 


Leu 

Glu 

Met 

Glu 

His 

Asp 

Gin 

Glu 

Arg 

Gin 

Glu 

Met 

Met 

Ser 

Lys 

Leu 




980 





985 





990 



Leu 

Ala 

Met 

Glu 

Asn 

lie 

His 

Lys 

Ala 

Thr 

Cys 

Glu 

Thr 

Ala 

Asp 

Arg 



995 





1000 




1005 



Glu 

Arg 

Ala 

Glu 

Met 

Ser 

Thr 

Glu 

lie 

Ser 

Arg 

Leu 

Gin 

Ser 

Lys 

lie 


1010 




1015 




1020 




Lys 

Glu 

Met 

Gin 

Gin 

Ala 

Thr 

Ser 

Pro 

Leu 

Ser 

Met 

Leu 

Gin 

Ser 

Gly 

1025 




1030 




1035 




1040 

Cys 

Gin 

Val 

He 

Gly 

GlU 

Glu 

Glu 

Val 

Glu 

Gly Asp 

Gly Ala 

Leu 

Ser 





1045 




1050 




1055 

Leu 

Leu 

Gin 

Lys 

Gly Glu 

Gin 

Leu 

Leu 

Glu 

Glu 

Asn 

Gly Asp 

Val 

Leu 




1060 




1065 




1070 


Leu 

Ser 

Leu 

Gin 

Arg 

Ala 

His 

Glu 

Gin 

Ala 

Val 

Lys 

Glu 

Asn 

Val 

Lys 



1075 




1080 




1085 



Met 

Ala 

Thr 

Glu 

lie 

Ser 

Arg 

Leu 

Gin 

Gin Arg 

Leu 

Gin 

Lys 

Leu 

Glu 


1090 




1095 




1100 




Pro 

Gly Leu 

Val 

Met 

Ser 

Ser 

Cys 

Leu Asp 

Glu 

Pro 

Ala 

Thr 

Glu 

Phe 

1105 




1110 




1115 




1120 

Phe Glv 

Asn 

Thr 

Ala 

Glu 

Gin 

Thr 

Glu 

Pro 

Phe 

Leu 

Gin 

Gin 

Asn 

Arg 





1125 




1130 




1135 

Thr 

Lys 

Gin 

Val 

Glu 

Gly val 

Thr Arg 

Arg 

His 

Val 

Leu 

Ser 

Asp 

Leu 




1140 




1145 




1150 


Glu 

Asp Asp Glu 

Val 

Arg 

Asp 

Leu 

Gly Ser 

Thr 

Gly Thr 

Ser 

Ser 

Val 



1155 




1160 




1165 



Gin 

Arg Gin 

Glu 

val 

Lys 

lie 

Glu 

Glu 

Ser 

Glu 

Ala 

Ser 

val 

Glu Gly 


1170 




1175 




1180 




Phe 

Ser 

Glu 

Leu 

Glu 

Asn 

Ser 

Glu 

Glu 

Thr 

Arg Thr 

Glu 

Ser Trp 

Glu 

1185 




1190 




1195 




1200 

Leu 

Lys 

Asn 

His 

lie 

Ser 

Leu 

Leu 

Gin 

Glu 

Gin 

Leu 

Met 

Met 

Phe 

Cys 





1205 




1210 




1215 

Ala Asp Cys 

Asp 

Leu 

Ala 

Ser 

Glu Lys 

Lys 

Gin 

Glu 

Leu 

Leu 

Phe 

Asp 




1220 




1225 




1230 


Val 

Ser 

Val 

Leu 

Lys 

Lys 

Lys 

Leu 

Lys 

lie 

Leu 

Glu 

Arg 

lie 

Pro 

Glu 



1235 




1240 




1245 



Ala 

Ser 

Pro Arg 

Tyr 

Lys 

Leu 

Leu 

Tyr 

Glu 

Asp Val 

Ser Arg 

Glu 

Asn 


1250 




1255 




1260 




Asp 

Cys 

Leu 

Gin 

Glu 

Glu 

Leu 

Glu 

Met 

Met 

Glu 

Thr 

Arg Tyr Asp 

Glu 
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1280 

Phe Arg Leu Gin 
1295 

Phe Leu Ser Leu 
1310 

Glu Leu Asn Val 
1325 

Xaa Thr Arg Ala 

1330 1335 1340 

Trp Ser Ser Gly Val Thr Ala Ala Tyr Gly Lys Xaa Ser Leu Glu Asn 

1345 1350 1355 1360 

Leu Glu He Glu Pro Asp Gly Asn lie Leu Gin Leu Asn Gin Thr Leu 

1365 1370 1375 

Glu Glu Cys Val Pro Arg Val Arg Ser Val His His Val lie Glu Glu 
1380 1385 1390 

Cys Lys Gin Glu Asn Gin Tyr Leu Glu Gly Asn Thr Gin Leu Leu Glu 
1395 1400 1405 

Lys Val Lys Ala His Glu lie Ala Trp Leu His Gly Thr lie Gin Thr 
1410 1415 1420 

His Gin Glu Arg Pro Arg Val Gin Asn Gin Val lie Leu Glu Glu Asn 

1425 1430 1435 ' 1440 

Thr Thr Leu Leu Gly Phe Gin Asp Lys His Phe Gin His Gin Ala Thr 

1445 1450 1455 

lie Ala Glu Leu Glu Leu Glu Lys Thr Lys Leu Gin Glu Leu Thr Arg 
1460 1465 1470 

Lys Leu Lys Glu Arg Val Pro lie Leu Val Lys Gin Lys Asp Val Leu 
1475 1480 1485 

Ser Pro Gly Lys Lys Glu Glu Glu Leu Lys Ala Met Met His Asp Leu 
1490 1495 1500 

Gin lie Pro Cys Ser Glu Met Gin Gin Lys Val Glu Leu Leu Lys Tyr 

1505 1510 1515 1520 

Glu Ser Glu Lys Leu Gin Gin Glu Asn Ser lie Leu Arg Asn Glu lie 

1525 1530 1535 

Thr Thr Leu Asn Glu Glu Asp Ser lie Ser Asn Leu Lys Leu Gly Thr 
1540 1545 1550 

Leu Asn Gly Ser Gin Glu Glu Met Trp Gin Lys Thr Glu Ser Val Lys 
1555 1560 1565 

Gin Glu Asn Ala Ala Val Leu Lys Met Val Glu Asn Leu Lys Lys Gin 
1570 1575 1580 

lie Ser Glu Leu Lys lie Lys Asn Gin Gin Leu Asp Leu Glu Asn Thr 

1585 1590 1595 1600 

Glu Leu Ser Gin Lys Asn Ser Pro Asn Gin Glu Lys Leu Gin Glu Leu 

1605 1610 1615 

Asn Gin Leu Leu Thr Glu Met Leu Cys Gin Lys Glu Lys Glu Pro Gly 
1620 1625 1630 

Asn Ser Ala Leu Glu Glu Arg Glu Gin Glu Lys Phe Asn Leu Lys Glu 
1635 1640 1645 

Glu Pro Glu Arg Cys Lys Val Gin Ser Ser Thr Leu Val Ser Ser Leu 
1650 1655 1660 

Glu Ala Glu Leu Ser Glu Val Lys lie Gin Thr His lie Val Gin Gin 

1665 1670 1675 1680 

Glu Asn Pro Leu Leu Gin Asp Glu Leu Glu Lys Met Lys Gin Leu His 

1685 1690 1695 

Arg Cys Pro Asp Leu Ser Asn Phe Gin Gin Lys lie Ser Ser Val Leu 


1265 1270 1275 

Ala Leu Glu Asn Asn Lys Glu Leu Thr Ala Glu Val 
1285 1290 

Asp Glu Leu Lys Lys Met Glu Glu Val Thr Glu Thr 
1300 1305 

Glu Lys Ser Tyr Asp Glu Val Lys He Glu Asn Glu 
1315 1320 

Leu Val Leu Arg Leu Gin Gly Lys lie Glu Lys Leu 
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1700 1705 1710 

Ser Tyr Asn Glu Lys Leu Leu Lys Glu Lys Glu Ala Leu Ser Glu Glu 
1715 1720 1725 

Leu Asn Ser Cys Val Asp Lys Leu Ala Lys Ser Ser Leu Leu Glu His 
1730 1735 1740 

Arg He Ala Thr Met Lys Gin Glu Gin Lys Ser Trp Glu His Gin Ser 

1745 1750 1755 1760 

Ala Ser Leu Lys Thr Gin Leu Val Ala Ser Gin Glu Lys Val Gin Asn 

1765 1770 1775 


Leu Glu Asp Thr Val Gin Asn Val Asn Leu Gin Met Ser Arg Met Lys 
1780 1785 1790 

Ser Asp Pro Arg Val Thr Gin Gin Glu Lys Glu Ala Leu Lys Gin Glu 
1795 1800 1805 

Val Met Pro Leu His Lys Gin Leu Gin Asn Ser Val Xaa Lys Ser Trp 
1B10 1815 1820 

Ala Pro Glu lie Ala Thr His Pro Ser Gly Leu His Asn Gin Gin Lys 

1825 1830 1835 1840 

Arg Leu Ser Trp Asp Lys Leu Asp His Leu Met Asn Glu Glu Gin Gin 

1845 1850 1855 

Leu Leu Trp Gin Glu Asn Glu Arg Leu Gin Thr Met Val Gin Asn Thr 
I860 1865 1870 

Lys Ala Glu Leu Thr His Ser Arg Glu Lys Val Arg Gin Leu Glu Ser 
1875 1880 1885 

Asn Leu Leu Pro Lys His Gin Lys His Leu Asn Pro Ser Gly Thr Met 
1890 1895 1900 

Asn Pro Thr Glu Gin Glu Lys Leu Ser Leu Lys Arg Glu Cys Asp Gin 

1905 1910 1915 1920 

Phe Gin Lys Glu Gin Ser Pro Ala Asn Arg Lys Val Ser Gin Met Asn 

1925 1930 1935 

Ser Leu Glu Gin Glu Leu Glu Thr lie His Leu Glu Asn Glu Gly Leu 
1940 1945 1950 

Lys Lys Lys Gin Val Lys Leu Asp Glu Gin Leu Met Glu Met Gin His 
1955 I960 1965 

Leu Arg Ser Thr Ala Thr Pro Ser Pro Ser Pro His Ala Trp Asp Leu 
1970 1975 1980 

Gin Leu Leu Gin Gin Gin Ala Cys Pro Met Val Pro Arg Glu Gin Phe 

1985 1990 1995 2000 

Leu Gin Leu Gin Arg Gin Leu Leu Gin Ala Glu Arg lie Asn Gin His 

2005 2010 2015 

Leu Gin Glu Glu Leu Glu Asn Arg Thr Ser Glu Thr Asn Thr Pro Gin 


2020 2025 2030 

Gly Asn Gin Glu Gin Leu Val Thr Val Met Glu Glu Arg Met lie Glu 
2035 2040 2045 

Val Glu Gin Lys Leu Lys Leu Val Lys Arg Leu Leu Gin Glu Lys Val 
2050 2055. 2060 


Asn Gin Leu Lys Glu Gin Val Ser Leu 

2065 2070 

Thr Ser His Ser Ser Phe Asn Ser Ser 


Pro Gly His Leu Cys Ser Pro 
2075 2080 
Phe Thr Ser Leu Tyr Cys His 


2085 


2090 


2095 


<210> 2713 

<211> 2066 

<212 > DNA 

<213 > Homo sapiens 
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< 400 > 2713 

ngcgctgggg cagccggggc 
60 

aagggtgtcc gcggcctgcc 
120 

gccgccggaa gcttctcgga 
180 

gctctggccg gggccgactg 
240 

ctgctggaca agaagactgg 
300 

tcaccaactc tactggcaga 
360 

tatgttaaag aactctatga 
420 

aagtaccctt ttcccatgtc 
480 

gacatggaag ggaggaagat 
540 

ggcgagaggt ctggggtgat 
600 

gacggcaaga aggggagcaa 
660 

ccgtcctggc tcattaactg 
720 

gcaagagcct gtcagaacta 
780 

ccatgggttg atgtctctgg 
840 

gtgccacctg gaagtgtctc 
900 

tctgtcttca gaggcctaca 
960 

gctcactcgt ctgcttcctt 
1020 

agttcaatat ggggcagact 
1080 

tcagtaggga acacgatcat 
1140 

acaacaaaat ttaagaatga 
1200 

tccagcttgg gaggggctgc 
1260 

caaactggat gacgtgccaa 
1320 

gatttgaggt gataatccag 
1380 

gttatgatgc cagaccattt 
1440 

accacatttt tcctcatcat 
1500 

gggggaaagg ctgcctgtac 


agccggggca gcccggtcac 
ctccaggcgg aggagcccgg 
ggagcagttc tgggaggcct 
gcagctccta gtggagacct 

actttatgag tataaagtct 

i 

catctatatg gactcagatt 
acaagaatgc aacggagaga 
caacagagac tatgtctacc 
ccatgtgatc ctggcccgga 
ccgggtgaag caatacaagc 
agttttcatg tattacttcg 
ggccgccaag aatggagttc 
cctcaagaaa acctaagaaa 
aagtgcaacc acccaatgtc 
tggaagagca cccaccactg 
cactaccaca tcctttctaa 
tctcgctccc cccatcctgg 
agggaaacct ttgcttgctt 
tccattgtgc aattttacgg 
ctatttgggc gggctggctc 
tggaagtggc atttcgttca 
tgtccatttg ccttatgctt 
taagtctttc ctcgttccta 
ggagaagtat cagaggcctg 
ccatgaggaa atggatgatt 
ctctcaagct ttgcatttta 


cccgccccca ggcccacact 
actgcggaag gatggagctg 
gcgccgagct ccagcagccc 
cgggcatcag catctaccgg 
ttggtgttct ggaggactgc 
acagaaaaca atgggaccag 
ctgtggtcta ctgggaagtg 
ttcggcagcg gcgagacctg 
gcacctccat gcctcagctt 
agagcctggc gattgagagt 
ataacccggg tggccaaatt 
ctaacttctt gaaagacatg 
gagaactggg aacattgcat 
tctggaagtg ccacctggaa 
ttcagccttc ccctgctgtt 
gcatgtttgc ctgacatcca 
gctgggctgc cttcttctac 
actattagga ggggaagtct 
ggatgggtgg gcggagggac 
ttttgcagct tgtgatttct 
gagctgactt tcagtgcacc 
tgtggagctg attaggctgg 
cttgtggagg atcagtagct 
accggacaca taatacgaca 
tctcttttcc atatgtcact 
ccggaaactg aggcgtcaag 


1560 
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aagcaaagat gctttgtgca 
ttttcctccc agaatattta 
taactggtgg cttaatgact 
ttttctacca ccaaaaagac 
aggtatttct atgtcaaagg 
gtataatgat actgaacctt 
gatttattaa tgtgggatac 
ctataatgaa taaatataga 
aaaaaa 


tagccttgtg aaaaagtatc 
gaaatgtaga agggataaca 
ctgcaccttt ttctcaggaa 
ttttagtttt ctatgctttc 
cacagccttg atgatctcag 
gattaataac agaaattcag 
ctcagactgt ttgttttctt 
gtggttttta aaaaaaaaaa 


atggctgtgg cagctagcaa 
1620 

tttctatgca ataagatgaa 
1680 

gttcacagcc aggtaaaatt 
1740 

ttctgcctaa gttgtctgcc 
1800 

tcctgaattt tggtagggta 
1860 

ggaaaaattt taatcactgt 
1920 

gatgtaaagc cacagaatgg 
1980 

tctgggaaga aaagtgtgtt 
2040 

aaaaaaaaaa aaaaaaaaaa 
2066 

<210> 2714 
< 2 1 1 > 214 
<212> PRT 

<213 > Homo sapiens 


<400> 2714 


Met 

Glu 

Leu 

Ala 

Ala 

Gly 

Ser 

Phe 

1 




5 




Cys Ala 

Glu 

Leu 

Gin 

Gin 

Pro 

Ala 




20 





Leu 

Val 

Glu 

Thr 

Ser 

Gly 

lie 

Ser 



35 





40 

Thr Gly 

Leu 

Tyr 

Glu 

Tyr 

Lys 

Val 


50 





55 


Pro 

Thr 

Leu 

Leu 

Ala 

Asp 

lie 

Tyr 

65 





70 



Trp 

Asp 

Gin 

Tyr 

Val 

Lys 

Glu 

Leu 





85 




Thr 

Val 

Val 

Tyr 

Trp 

Glu 

Val 

Lys 




100 





Asp 

Tyr 

Val 

Tyr 

Leu 

Arg 

Gin 

Arg 



115 





120 

Lys 

lie 

His 

Val 

lie 

Leu 

Ala 

Arg 


130 





135 


Glu 

Arg 

Ser 

Gly 

Val 

lie 

Arg 

Val 

145 





150 



He 

Glu 

Ser 

Asp 

Gly 

Lys 

Lys 

Gly 





165 




Asp 

Asn 

Pro 

Gly 

Gly 

Gin 

lie 

Pro 




180 





Lys 

Asn 

Gly 

Val 

Pro 

Asn 

Phe 

Leu 



195 





200 

Asn 

Tyr 

Leu 

Lys 

Lys 

Thr 




210 


Ser 

Glu 

Glu 

Gin 

Phe 

Trp 

Glu 

Ala 


10 





15 


Leu 

Ala 

Gly Ala 

Asp 

Trp 

Gin 

Leu 

25 





30 



lie 

Tyr 

Arg 

Leu 

Leu 

Asp 

Lys 

Lys 





45 




Phe 

Gly 

Val 

Leu 

Glu 

Asp 

Cys 

Ser 




60 





Met 

Asp 

Ser 

Asp 

Tyr 

Arg 

Lys 

Gin 



75 





80 

Tyr 

Glu 

Gin 

Glu 

Cys 

Asn 

Gly 

Glu 


90 





95 


Tyr 

Pro 

Phe 

Pro 

Met 

Ser 

Asn 

Arg 

105 





110 



Arg 

Asp 

Leu 

Asp 

Met 

Glu 

Gly 

Arg 





125 




Ser 

Thr 

Ser 

Met 

Pro 

Gin 

Leu 

Gly 




140 





Lys 

Gin 

Tyr 

Lys 

Gin 

Ser 

Leu 

Ala 



155 





160 

Ser 

Lys 

val 

Phe 

Met 

Tyr 

Tyr 

Phe 


170 





175 


Ser 

Trp 

Leu 

lie 

Asn 

Trp 

Ala 

Ala 

185 





190 



Lys 

Asp 

Met 

Ala 

Arg 

Ala 

Cys 

Gin 





205 
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<210> 27X5 
<211> 378 
<212> DNA 

<213> Homo sapiens 
<400> 2715 

atccaccatg tgaagaggca gacaggcatt cagaaggagg acaaatataa gataaaacaa 
60 

atcatgcatc attttattcc agatttgctc tttgcccaaa gaggtgatct ctcagatgtg 
120 

gaggaagagg aagaagaaga gatggatgta gatgaagcca caggggcagt taagaagcac 
180 

aatggtgttg gaggcagtcc ccctaagtcc aagttactgt ttagtaacac agcagctcaa 
240 

aaattaagag gaatggatga agtatacaac ctcttctatg tcaacaacaa ctggtatatt 
300 

tttatgcgac tgcaccagat tctctgcctg aggctgctac ggatttgttc ccaagccgaa 
360 

cggcaaattg aagaagaa 
378 

<210> 2716 
<211> 126 
<212> PRT 

<213> Homo sapiens 
<4 00> 2716 


lie His 

His 

Val 

Lys 

Arg 

Gin 

Thr 

Gly 

lie 

Gin 

Lys 

Glu 

Asp 

Lys 

Tyr 

1 



5 





10 





15 


Lys lie 

Lys 

Gin 

lie 

Met 

His 

His 

Phe 

lie 

Pro 

Asp 

Leu 

Leu 

Phe 

Ala 



20 





25 





30 



Gin Arg 

Gly 

Asp 

Leu 

Ser 

Asp 

Val 

Glu 

Glu 

Glu 

Glu 

Glu 

Glu 

Glu 

Met 


35 





40 





45 




Asp Val 

Asp 

Glu 

Ala 

Thr Gly 

Ala 

Val 

Lys 

Lys 

His 

Asn 

Gly 

Val 

Gly 

50 





55 





60 





Gly Ser 

Pro 

Pro 

Lys 

Ser 

Lys 

Leu 

Leu 

Phe 

Ser 

Asn 

Thr 

Ala 

Ala 

Gin 

65 




70 





75 





80 

Lys Leu 

Arg 

Gly 

Met 

Asp 

Glu 

Val 

Tyr 

Asn 

Leu 

Phe 

Tyr 

Val 

Asn 

Asn 




85 





90 





95 


Asn Trp 

Tyr 

lie 

Phe 

Met 

Arg 

Leu 

His 

Gin 

lie 

Leu 

Cys 

Leu 

Arg 

Leu 



100 





105 





110 



Leu Arg 

He 

Cys 

Ser 

Gin 

Ala 

Glu 

Arg 

Gin 

lie 

Glu 

Glu 

Glu 




115 





120 





125 





<210> 2717 
<211> 2076 
<212> DNA 

<213> Homo sapiens 
<400> 2717 

tttttttttt tttttttttt ccttacacgt ccatttatta aacaagttcc ttcatgacaa 
60 

tttaatacaa tagttattaa cgattagtgt tgagaaaatt atttccctct acatacaaaa 
120 
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atacagattt gaacactatg 
180 

aatgaaaggg ggaaaattga 
240 

tagcagcaaa gctttggggc 
300 

aggccagcca ggggacgccc 
360 

acctaagttt gcccaacggg 
420 

gaaatgaaag agacttgatg 
480 

ccaccaggtg aagtaccacg 
540 

tgacttcctt ggttatcaaa 
600 

acaattttat gtttcaatcc 
660 

agggttttgg gaccagacat 
720 

gaagagtacg tgtctgtgtc 
780 

ttcagcctga agcctggaaa 
840 

ctgagatccg agtggaagat 
900 

cactctgcag tggcaggaag 
960 

cccaggccag agaatacact 
1020 

ggacaccggc ctctcaccat 
1080 

cttctgtttg taaaatatgg 
1140 

aaactgagca agtggttaaa 
1200 

agaaatatac tcttactctc 
1260 

gcagcagaga ggaaagagga 
1320 

tacatacgaa gtgtaaagag 
1380 

tattaaaagg acacaatcta 
1440 

tgtacatctt tttttccaat 
1500 

accagaggtg aagtgattat 
1560 

aaaatagtca tacttgtaaa 
1620 

acaaatttca acatatacaa 
1680 

caaacaaaat caagttagga 
1740 


aaaaagatca agacaagtac 
gggcaatgtg aggctttgcc 
cccaacccac tccatacata 
acccagggct tccacgtcag 
catcgcctca gaaagcccac 
agtaaaatgt gatagttgtt 
gagaaatcat attggaaagt 
taattacata ttctgaccct 
atctgtacct tcatttgcaa 
aactcacgtc ctgcaggaag 
ttggtgtcat ctagctcctc 
aggccgccga gcctagccag 
gagagccccg gagctggctg 
gccatgcctc tgcaggacgc 
tgggctcagt tcaccagccc 
tttacaccca aagacaggag 
aaccactttc tttgtactgt 
aaatgccaaa tgcaattata 
agactattta aataagcagg 
atagccaggg aatttttttt 
aaaatggcca aaacctcaaa 
aaatcatgct acaaaaatag 
tccatgattg acaagagtgc 
ttgccttaaa atatacaaag 
taaatagttt agtgtttctg 
atagtttcaa ttcctaccat 
aaagcactga ttttatccaa 


catgaaaaac tggtccttca 
tgctgtcggg gacaaatcaa 
cagacttgaa cccaaaagcc 
ctgaaaaacc aaacacataa 
agttgtgtct ttaaactgcc 
aacattgccc cccaaaagtg 
tactacttag ccatctgact 
tcagaaggac accaaaagct 
tggctcagct agtttactca 
gagaagcaaa aggagccggt 
acagcaaaca gcctgttttg 
agcatccaca acgaaccaat 
aggtccccca ggaagcttcc 
tcgcactgat tctggaaggg 
aaaccacagg ggaaggagcc 
gtcagggctc tgatgctact 
ttgaggtgag cagtggctcc 
ctgacttata attatttcac 
aacaagatgc aggagaagca 
gttttttttc ttctttaaaa 
actaccattg ttgaaaacaa 
tgttatcttg tttaactaaa 
ttatgcgacg catggaaggc 
aattgcctac tttgaaaaaa 
ccatgggttc ctgaacccct 
tctcttagag ggaaccacgt 
gtaggtcaat ttgaggcaag 
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attcaaaaac • tcattttaaa atgggttaca gagtgaaaga gttgggaaca ggcagccccc 
1800 

tttgggcctg ggtcagccta cgagtccatc ccaggtgtcc tgccctcaca tctgccagcc 
1860 

ctcaggccgg ccaggtctcc cttcaaaccc tgagtatttg ccttcctcac ttctgcgaag 
1920 

aggggaacag aatcttgaag cttgcaaaat cgattctgga aaaagcaggc aagcaaagca 
1980 

gggcctgtgg ggggaagcag cgtgagtcag gcctcaccct ggtgcaaggg caccagcagg 
2040 

tctccctcct ctcccctcct caccatccct acgcgt 
2076 

<210> 2718 
< 211 > 110 
<212> PRT 

<213> Homo sapiens 
<4 00> 2718 


Met 

Arg 

Ala 

Pro 

Glu 

Leu 

Ala 

Glu 

Val 

Pro 

Gin Glu 

Ala 

Ser 

His 

Ser 

1 



5 





10 





15 


Ala 

Val 

Ala 

Gly 

Arg 

Pro 

Cys 

Leu 

Cys 

Arg 

Thr 

Leu 

Ala 

Leu 

lie 

Leu 




20 





25 





30 



Glu Gly 

Pro 

Arg 

Pro 

Glu 

Asn 

Thr 

Leu 

Gly 

Leu 

Ser 

Ser 

Pro 

Ala 

Gin 



35 





40 





45 




Thr 

Thr 

Gly 

Glu 

Gly 

Ala Gly 

His 

Arg 

Pro 

Leu 

Thr 

He 

Leu 

His 

Pro 


50 





55 





60 





Lys 

Thr 

Gly 

Gly 

Gin 

Gly Ser 

Asp 

Ala 

Thr 

Leu 

Leu 

Phe 

Val 

Lys 

Tyr 

65 





70 





75 





80 

Gly Thr 

Thr 

Phe 

Phe 

Val 

Leu 

Phe 

Glu 

Val 

Ser 

Ser Gly 

Ser 

Lys 

Leu 





85 





90 





95 


Ser 

Lys 

Trp 

Leu 

Lys 

Asn 

Ala 

Lys 

.Cys 

Asn 

Tyr 

Thr 

Asp 

Leu 






100 





105 





110 




<210> 2719 
<211> 546 
<212> DNA 

<213 > Homo sapiens 
<400> 2719 

gtggttatca ccttcaacca aggactccgg ggtgggcgcg tggtggagct gaagaaaata 
60 

gtggatgagg ctgtgnaaca ctgccccacc gtgcagcatg tcctggtggc tcacaggaca 
120 

gacaacaagg tccacatggg ggatctggac gtcccgctgg agcaggaaat ggccaaggag 
180 

gaccctgttt gcgccccaga gagcatgggc agtgaggaca tgctcttcat gctgtacacc 
240 

tcagggagca ccggaatgcc caagggcatc gtccataccc aggcaggcta cctgctctat 
300 

gccgccctga ctcacaagct tgtgtttgac caccagccag gtgacatctt tggctgtgtg 
360 

gccgacatcg gttggattac aggacacagc tacgtggtgt atgggcctct ctgcaatggt 
420 
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gccaccagcg tcctttttga gagcacccca gtttatccca atgctggtcg gtactgggag 
480 

acagtagaga ggttgaagat caatcagttc tatggtgccc caacggctgt ccggctgttg 
540 

ctgaaa 

546 

<210> 2720 
<211> 182 
<212> PRT 
<213> Homo sapiens 

<400 > 2720 


Val 

Val 

lie 

Thr 

Phe 

Asn 

Gin 

Gly Leu 

Arg 

Gly Gly 

Arg 

Val 

Val 

Glu 

1 




5 





10 





15 


Leu 

Lys 

Lys 

He 

Val 

Asp 

Glu 

Ala 

Val 

Xaa 

His 

Cys 

Pro 

Thr 

Val 

Gin 




20 





25 





30 



His 

Val 

Leu 

Val 

Ala 

His 

Arg 

Thr Asp 

Asn 

Lys 

Val 

His 

Met 

Gly Asp 



35 





40 





45 




Leu Asp 

Val 

Pro 

Leu 

Glu 

Gin 

Glu 

Met 

Ala 

Lys 

Glu 

Asp 

Pro 

val 

Cys 


50 





55 





60 





Ala 

Pro 

Glu 

Ser 

Met 

Gly 

Ser 

Glu Asp 

Met 

Leu 

Phe 

Met 

Leu 

Tyr 

Thr 

65 





70 





75 





80 

Ser Gly 

Ser 

Thr 

Gly 

Met 

Pro 

Lys 

Gly 

lie 

Val 

His 

Thr 

Gin 

Ala Gly 





85 





90 





95 


Tyr 

Leu 

Leu 

Tyr 

Ala 

Ala 

Leu 

Thr 

His 

Lys 

Leu 

Val 

Phe 

Asp 

His 

Gin 




100 





105 





no 



Pro Gly 

Asp 

lie 

Phe 

Gly 

Cys 

Val 

Ala 

Asp 

lie 

Gly 

Trp 

lie 

Thr Gly 



115 





120 





125 




His 

Ser 

Tyr 

Val 

Val 

Tyr 

Gly 

Pro 

Leu 

Cys 

Asn 

Gly 

Ala 

Thr 

Ser 

Val 


130 





135 





140 





Leu 

Phe 

Glu 

Ser 

Thr 

Pro 

Val 

Tyr 

Pro 

Asn 

Ala 

Gly 

Arg 

Tyr 

Trp 

Glu 

145 





150 





155 





160 

Thr 

Val 

Glu 

Arg 

Leu 

Lys 

lie 

Asn 

Gin 

Phe 

Tyr 

Gly 

Ala 

Pro 

Thr 

Ala 





165 





170 





175 


Val 

Arg 

Leu 

Leu 

Leu 

Lys 














180 














<210> 2721 

<211> 5912 

<212> DNA 

<213> Homo sapiens 

<400> 2721 

aggcagctgc tgtcctatgc tttgatacat ccagccactt cgttagaaga ccgtagtgct 
60 

ttagccatgt ggctgaatca cttggaggac cgcacgtcga ccagctttgg tggccagaac 
120 

cgaggccgct cagactctgt ggattatgga cagacacact actatcacca aagacagaac 
180 

tctgatgaca agctcaatgg gtggcagaac tctcgggatt ctgggatttg catcaatgcc 
240 

tccaactggc aggacaaaag catggggtgt gagaatggcc atgtgcccct ctactcctcc 
300 
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tcatctgtcc 

360 

ccaccacaat 

caatacgatt 

ggaaccagca 

caagtacaaa 

tgttccagcc 

tggctgaaaa 

420 

gcctccgcct 

gcacaaatat 

gccgcgcttt 

tctcccagat 

gacctatgag 

gagatgatgg 

480 

ccctcaccga 

gtgccagctg 

gaggcgcaga 

atgttaccaa 

aggtgcaaga 

cacaaaattg 

540 

tcatcagtat 

tcagaagctc 

aaagaaagac 

aaaatctcct 

gaagtctttg 

gaaagggaca 

600 

tcatcgaggg 

gggcagcctg 

cgcatcccgc 

tccaggaact 

gcaccagatg 

atcctgactc 

660 

cgatcaaggc 

ctacagctcc 

ccgagcacca 

cccccgaggc 

tcgccgccgg 

gagccccagg 

720 

ccccgcgtca 

gccctcactg 

atgggccccg 

agagccagag 

ccccgactgc 

aaagatgggg 

780 

ccgcagccac 

tggcgccacg gccaccccct 

cggccggggc 

cagcgggggg 

ctccagccgc 

840 

accagctgag 

cagctgcgat 

ggggagctgg 

ccgtcgcccc 

cctgccagag 

ggggacctcc 

900 

ccgggcagtt 

cacacgcgtc 

atggggaaag 

tgtgcacaca 

gctcttggtc 

tccagacccg 

960 

atgaggaaaa 

tataagttcc 

tatttacagc 

tcatagacaa 

gtgtctaatt 

catgaggcat 

1020 

ttacagagac 

acagaaaaaa 

agattgttgt 

catggaaaca 

gcaggtgcag 

aagctctttc 

1080 

ggtctttccc 

tcggaaaacc 

cttctagaca 

tatcaggata 

tcgacagcaa 

agaaatcgag 

1140 

gctttgggca 

atccaactcc 

ctcccgacgg 

ctggctctgt 

gggcggtggc 

atgggcagac 

1200 

ggaacccgcg 

ccagtaccag 

atcccctctc 

ggaacgtccc 

ttccgcccgc 

ctgggcctct 

1260 

tgggcaccag 

tggattcgtc 

agctccaacc 

agcgcaacac 

cacagctacc 

cccaccatca 

1320 

tgaaacaagg 

aagacagaac 

ctgtggtttg 

ccaaccccgg 

gggcagcaat 

agcatgccaa 

1380 

gccgcaccca 

cagctcagtc 

cagaggaccc 

gctcgctgcc 

cgtgcacact 

tccccacaga 

1440 

acatgctgat 

gttccagcag 

ccagaattcc 

agcttcccgt 

gaccgaacct 

gacatcaaca 

1500 

acaggctgga gtcgttgtgc 

ctcagtatga 

ccgaacacgc 

cctgggagac 

ggggttgacc 

1560 

ggacctccac 

catctagaag 

ctgaagacga 

gagtgaccgc 

gctggccgtg 

aaatcgactg 

1620 

ctgcgggtcc 

agtgtccgcc 

atcttcaggg 

ttgcacagaa 

tcctccaaga 

tactttgcag 

1680 

ccttttttcc 

ccctggtccc 

tctcccgttt 

tgattttgtg 

agagcgtagg 

tcatcctcgt 

1740 

aaacatatca 

gtagacctgg ggctggttat 

tttgtcattt 

gtttctgtca 

tgggatggtt 

1800 

tggtgtgtgg 

ggtggggagg ggtctctagg 

gaattatgag 

actgggaggg 

gggtggaggg 

1860 

aatgcaggta 

gctctctgga 

tggaacgggg 

acaggggaaa 

gagtactgcc 

atgaaagaga 

1920 

taggagacac 

ataagaggac 

agcagaagcc 

ctggccctgg 

ggaggcttct 
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cggaaggcct ggcttcacag 
1980 

caagatagtg gcttcccttt 
2040 

tgctggaaac agccatagga 
2100 

tgcaacaaaa cttcagctaa 
2160 

tacataatgt gtaaagagtt 
2220 

tctgttgttg ttacggattc 
2280 

tctcaaaacg gctgccaagc 
2340 

gctgtccgtc tttcaccgtt 
2400 

gtggctggaa tgagcacagc 
2460 

ttatgggttt gctcgcaggg 
2520 

gctggatttg cttgtcacgg 
2580 

tcctgtcact cccagccttg 
2640 

gaaaaggcaa ggatggactt 
2700 

aaaaccttta cattagggtt 
2760 

ctgtcactgc tgagggagag 
2820 

tcagcaagtc cagagagcac 
2880 

tctccagtgg gcgatgaaag 
2940 

atccgcacag tatgaattag 
3000 

ggaggaaaaa gacactcgtt 
3060 

gtaatagctc tgtttatgaa 
3120 

ggtattagag gaaatcaaag 
3180 

gaatgctcag ccagaggcaa 
3240 

agtcgggtgc ctggttgtgt 
3300 

ttgaaattca gaagatcaga 
3360 

actacataca gacctaaaag 
3420 

tcaaaaacat gcacccaacc 
3480 

agtctaagaa ggtgagaaca 
3540 


gcaggccaca gaaggatatc 
tatatccaat ctaatcctga 
gagggc cc at ggcagtaggg 
actttgattt gtgtattgtt 
tggatagaac ctctcttcat 
attttttccc tctattttta 
tctgcttctt gggaagatgg 
aggtgggagg agcgtatggg 
attgggtgag cgcgcaagga 
cacccagaga ttctcaaaga 
agaggc c tc:c ctccctttcc 
ctccacacac acacaggtgg 
tttccccttg tgagaggttt 
gcttgtagga actggagcct 
gaggggagaa aggcccagca 
atgcagggag atgtttggcc 
atgtaggaaa ggttgacttc 
ggatttgctg tgttagttga 
acttggtggg agattgagaa 
gggcaagaaa ggctacattt 
aggagttgtg tggaaaatca 
gatcagggag atggtacaag 
gtgtgtgtgt gtgtgtgtgt 
ctatggaaat cactgccctt 
gccttaatga aatccgaaca 
cagccttgga tgccaccacc 
atgtaaccat agaaagcctt 


gcgggcacgt gcacccaaag 
ttggatgtcc ctgaggcccc 
gaaagaagga agaaattccc 
tacataataa ttttaaaggg 
actatggttt tcgtaaagga 
taagagcagc agagttgtct 
atgcagtcat gtaggcctga 
tggacttgaa ggacatggac 
tgaggacatc atgtgatcag 
atcctgcagc ctctttctgt 
accccaccca tggggcatta 
gtacaagttc cactggagga 
gatacccaga aaatgagctc 
ggaggctgca tctacttcac 
acagcgtaca gaggggtcag 
cacaccgcac agccccgcca 
aagatggaaa tgacagcgct 
tttatccatc cacacagagg 
actgtggtac ctaccacaaa 
cagaatttga cacagtggag 
ggttgtgtaa atgaaggtat 
gcctgtttgt tacatggatg 
gtgtgtgtgt gaagtcagag 
ttttttttaa aagctaatga 
attttctttt actttcaaga 
aggtttttga agcccttttg 
tcgtgagcag agaaggcttg 
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aatccacaat ttcattcgct gaattaaaaa 
3600 

aagttctaaa gatgcaaatc catgtgcaga 
3660 

taaccaagtg ccattaacat tcatccccca 
3720 

ttggggaatg tgttgggatg gacgatcaca 
3780 

aaggccaaag gtaagaccag agggtttgcg 
3840 

aataaagagg agaaaaaacc atggtattac 
3900 

tctgctgcaa aaacacatat atccataaag 
3960 

cacaatcaca ttcgcatgaa tcctttaaaa 
4020 

gaatttctat ttattccttc actgaatata 
4080 

ttattttgga tatgttactt attaacttgc 
4140 

ttaataacaa ca taattctt tttttaaaga 
4200 

agatttatct acttagttgt gttttgctat 
4260 

gtttgataaa ttttaagacc ctgtccccac 
4320 

atatagctca atttaaaaat cctaaagcaa 
4380 

ttgcatgcat gaggctgtga agtcagatat 
4440 

gtatttaccc attgaccccc accaaatgca 
4500 

tttaaaatct cagagtaaaa tctatttcac 
4560 

agcagtgtgt acttggcatc tctacattgt 
4620 

catgtatgat gttttattgg tgctttttat 
4680 

aagaaacaca tgaactgtgt acaagacatg 
4740 

catgcttttg agttttcact ttttaaacga 
4800 

tctgcctgtc cgggcggctc tttgcaccga 
4860 

ttttggtact caggattgga gctacagctg 
4920 

acactgaggg aaacaagggt ttcttttgag 
4980 

gccttctccg gatcttttgt tcttctgcac 
5040 

agatgttatt ccccaggagc ctgggctggg 
5100 

caaccagaag gcgggcaagg ggaggaaaag 
5160 


aaaaaggttc agacctctcc ttgggtgact 
aagagatggc attttttagt tgattatttt 
catccctttt ctaaacaagc ttagtgttac 
tgtaaggcag gaagaatagg tcaaaggttg 
aatgtgggtt tgtaggatac tgagaaagtg 
acatcttgct gagaaaggaa agcattcgga 
actcatgtta ttcagaaaac agattgtgaa 
ggaagaagac cttaaagtat ctgcaaatct 
gaaacaatgg ttatctgatt attagagata 
tatggctggt aaccatgata aagtctgtta 
agaaaagctt atttttcatt gacagtgtat 
tagtgtttta attttttttt taagttgagt 
cttgttttga gtcctgtgtt gactacaggt 
aagaatttta tttataaaag aatcaaacag 
ttagtaataa aagcagcagt gccttttttt 
actgttttat attaagaaaa tagtaacaat 
tacatgcttt tccccccttg ttctgattta 
cctagggaca gtggtgttct acaatattat 
tcatagtggc ttcttaccag aaacagtagg 
aaacattgct gctgatatgt tgttttttca 
gagccagcaa gcaaaataga tgtggctggg 
gctctcaaat cctgtgtatt gagggttcct 
ggcccccctc tctcccattc gtttgaagag 
gtgtccttgg ctgcctttta cgggatggga 
ctcttgtagc tactgccggt gcaaggttgt 
gggctgagct gggctgaatg caaaagcatg 
caggcctggc ctcattggtc ccctggagat 
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gtctgtagca gtcagctcca gcttgggcct ggggaagcag cctgaccaag gcgctcaggt 
5220 

gtgcctgtta caagaagaac ctgcagaagg ataatttgca catggagctg tgataacact 
5280 

aatgttgatt tttttttttt ttacaagtca tcagagatgt ttgcaaagtg agttttattt 
5340 

ttttgtaatt cctttatctt tacttaaagg tgaatgtgta ttcctctggg aggaatagga 
5400 

agaaaacagg aatgttaata atgtcgaaca gaaaacttcc tcccttatta atatataatc 
5460 

ctcatgtatt tatgcctaat gtaagctgac ttttaaaaag ctttcttttg ttgcatgccc 
5520 

tgtgcaggca tctgtattgt acatgcatgc ctttcgtcct gttttcctgt ataaagttag 
5580 

tgaacaaaga aatatttttg cctagttcat gttgccaagc aatgcatatt ttttaaattt 
5640 

gtcatatatg gaaagagcat gtttgttaca tgtaaaagct ttactgatat acagatatac 
5700 

taatgtttga agatgctgtt ctttgcaagt gtacagtttt caaatgttgt taccagtgaa 
5760 

acacccttgt ggtttaaact tgctacaatg tatttattat tcatttcctc ccatgtaact 
5820 

aagaatcatg gctatatttc atatcaacgt tatattgaaa gtgaagggaa atgattaata 
5880 

caaggttttg taacaaaaaa aaaaaaaaaa aa 
5912 

<210> 2722 

<211> 508 

<212> PRT 

<213> Homo sapiens 

<4 00 > 2722 

Arg Gin Leu Leu Ser Tyr Ala Leu lie His Pro Ala Thr Ser Leu Glu 
1 5 10 15 

Asp Arg Ser Ala Leu Ala Met Trp Leu Asn His Leu Glu Asp Arg Thr 
20 .25 30 

Ser Thr Ser Phe Gly Gly Gin Asn Arg Gly Arg Ser Asp Ser Val Asp 
35 40 45 

Tyr Gly Gin Thr His Tyr Tyr His Gin Arg Gin Asn Ser Asp Asp Lys 
50 55 60 

Leu Asn Gly Trp Gin Asn Ser Arg' Asp Ser Gly lie Cys lie Asn Ala 

65 70 75 80 

Ser Asn Trp Gin Asp Lys Ser Met Gly Cys Glu Asn Gly His Val Pro 

85 90 95 

Leu Tyr Ser Ser Ser Ser Val Pro Thr Thr lie Asn Thr lie Gly Thr 
100 105 110 

Ser Thr Ser Thr Asn val Pro Ala Trp Leu Lys Ser Leu Arg Leu His 
115 120 125 

Lys Tyr Ala Ala Leu Phe Ser Gin Met Thr Tyr Glu Glu Met Met Ala 
130 135 140 

Leu Thr Glu Cys Gin Leu Glu Ala Gin Asn Val Thr Lys Gly Ala Arg 

145 150 155 160 

His Lys lie Val lie Ser lie Gin Lys Leu Lys Glu Arg Gin Asn Leu 
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165 





170 





175 


Leu 

Lys 

Ser 

Leu 

Glu 

Arg 

Asp 

lie 

lie 

Glu 

Gly Gly 

Ser 

Leu 

Arg 

lie 



180 





185 





190 



Pro 

Leu 

Gin 

Glu 

Leu 

His 

Gin 

Met 

lie 

Leu 

Thr 

Pro 

lie 

Lys 

Ala 

Tyr 



195 





200 





205 




Ser 

Ser 

Pro 

Ser 

Thr 

Thr 

Pro 

Glu 

Ala 

Arg 

Arg Arg 

Glu 

Pro 

Gin 

Ala 


210 





215 





220 





Pro 

Arg 

Gin 

Pro 

Ser 

Leu 

Met Gly 

Pro 

Glu 

Ser 

Gin 

Ser 

Pro 

Asp 

Cys 

225 




230 





235 





240 

Lys 

Asp 

Gly 

Ala 

Ala 

Ala 

Thr Gly 

Ala 

Thr 

Ala 

Thr 

Pro 

Ser 

Ala 

Gly 



245 





250 





255 


Ala 

Ser 

Gly 

Gly 

Leu 

Gin 

Pro 

His 

Gin 

Leu 

Ser 

Ser 

Cys 

Asp 

Gly 

Glu 



260 





265 





270 



Leu 

Ala 

Val 

Ala 

Pro 

Leu 

Pro 

Glu 

Gly 

Asp 

Leu 

Pro Gly 

Gin 

Phe 

Thr 



275 





280 





285 




Arg 

Val 

Met 

Gly 

Lys 

Val 

Cys 

Thr 

Gin 

Leu 

Leu 

Val 

Ser 

Arg 

Pro 

Asp 


290 





295 





300 





Glu 

Glu 

Asn 

lie 

Ser 

Ser 

Tyr 

Leu 

Gin 

Leu 

lie Asp 

Lys 

Cys 

Leu 

lie 

305 





310 





315 





320 

His 

Glu 

Ala 

Phe 

Thr 

Glu 

Thr 

Gin 

Lys 

Lys 

Arg 

Leu 

Leu 

Ser 

Trp 

Lys 





325 





330 





335 


Gin 

Gin 

Val 

Gin 

Lys 

Leu 

Phe 

Arg 

Ser 

Phe 

Pro Arg 

Lys 

Thr 

Leu 

Leu 




340 





345 





350 



Asp 

He 

Ser 

Gly 

Tyr 

Arg 

Gin 

Gin 

Arg 

Asn 

Arg Gly 

Phe 

Gly 

Gin 

Ser 


355 





360 





365 




Asn 

Ser 

Leu 

Pro 

Thr 

Ala 

Gly Ser 

Val 

Gly 

Gly Gly Met 

Gly 

Arg 

Arg 


370 





375 





380 





Asn 

Pro 

Arg 

Gin 

Tyr 

Gin 

lie 

Pro 

Ser 

Arg 

Asn 

Val 

Pro 

Ser 

Ala 

Arg 

385 




390 





395 





400 

Leu Gly 

Leu 

Leu 

Gly 

Thr 

Ser Gly 

Phe 

Val 

Ser 

Ser 

Asn 

Gin 

Arg 

Asn 





405 





410 





415 


Thr 

Thr 

Ala 

Thr 

Pro 

Thr 

lie 

Met 

Lys 

Gin 

Gly Arg Gin 

Asn 

Leu 

Trp 




420 





425 





430 



Phe 

Ala 

Asn 

Pro 

Gly 

Gly 

Ser 

Asn 

Ser 

Met 

Pro 

Ser Arg 

Thr 

His 

Ser 



435 





440 





445 




Ser 

Val 

Gin 

Arg 

Thr 

Arg 

Ser 

Leu 

Pro 

Val 

His 

Thr 

Ser 

Pro 

Gin 

Asn 


450 





455 





460 





Met 

Leu 

Met 

Phe 

Gin 

Gin 

Pro 

Glu 

Phe 

Gin 

Leu 

Pro 

Val 

Thr 

Glu 

Pro 

465 





470 





475 





480 

Asp 

He 

Asn 

Asn 

Arg 

Leu 

Glu Ser 

Leu 

Cys 

Leu 

Ser 

Met 

Thr 

Glu 

His 




485 





490 





495 


Ala 

Leu 

Gly 

Asp 

Gly 

Val 

Asp 

Arg 

Thr 

Ser 

Thr 

lie 








500 





505 









<210> 2723 
< 211 > 1221 
<212 > DNA 

<213> Homo sapiens 
<4 00> 2723 

ntgatcacgg gggcagccga ctctaaggtg catgtgcacg acctgacagt aaaggagacc 
60 

atccacatgt ttggagacca cacaaaccgg gtgaagcgca tcgccacagc gcccatgtgg 
120 ' 
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cccaacacat 

180 

tctggagtgc 

tgctgaggat 

gggcttatcc 

gccagtatga 

ccttcgagag 

aacagcaaac 

240 

actcggaggt 

gctgattgac 

ctgacagagt 

actgtggcca 

gctggtggag 

gccaagtgcc 

300 

tcactgtcaa 

cccccaggac 

aacaactgcc 

tggcagttgg 

ggccagcggg 

cccttcgtga 

360 

ggctctatga 

catccgcatg 

atccataacc 

acagaaagag 

catgaagcag 

agcccttcag 

420 

cgggtgtgca 

caccttctgt 

gaccggcaga 

aaccccttcc 

ggacggtgca 

gcccagtatt 

480 

acgtagcagg 

tcacctgcca 

gtgaagcttc 

ctgactacaa 

caaccgtttg 

agagtgctgg 

540 

ttgccaccta 

tgtgaccttc 

agccccaatg 

gcacagagct 

actagtcaac 

atgggggggg 

600 

aacaggtcta 

tttgtttgac 

ttgacttaca 

agcagcggcc 

gtacaccttc 

ctcttgccta 

660 

gaaaatgcca 

ctcctcgggg 

gaagtccaga 

atggcaagat 

gtccaccaac 

ggtgtgtcca 

720 


caatggcctg 

caccttcata 

gcaatggctt 

ccggctgccg 

gagagtaggg 

780 

gacatgtcag 

cccccaagta 

gagctaccac 

catacctgga 

gcgtgtgaaa 

cagcaagcca 

840 

atgaggcttt 

tgcctgccag 

cagtggaccc 

aagccattca 

gctttacagc 

aaggctgtgc 

900 

agagggcccc 

tcacaatgcc 

atgctttatg 

gaaaccgagc 

agcagcctac 

atgaagcgca 

960 

agtgggatgg 

tgaccactat 

gatgccctga 

gggactgcct 

caaggccatc 

tccctaaacc 

1020 

catgccacct 

gaaggcacac 

tttcgcctgg 

cccgctgcct 

ctttgagctc 

aagtatgtgg 

1080 

ctgaagccct 

ggagtgcctg 

gacgacttca 

aagggaaatt 

tccggagcag 

gcccacagca 

1140 

gcgcttgtga 

tgcattgggc 

cgcgacatca 

cagctgccct 

cttctctaaa 

aatgatggtg 

1200 

agccgcaagg 

1221 

<210> 2724 
<211> 404 
<212> PRT 

aggagaagaa 

gatgcacgcg 

gggacctggt 

t 

ggcggcgccc 

cagtccgcct 

ccgcagcacg 


<213 > Homo sapiens 


<400> 2724 


Gly Ala 

Ala 

Asp 

Ser 

Lys Val 

His 

val 

His 

Asp 

Leu 

Thr 

Val 

Lys 

Glu 

1 




5 




10 





15 


Thr 

He 

His 

Met 

Phe 

Gly Asp 

His 

Thr 

Asn 

Arg 

Val 

Lys 

Arg 

lie 

Ala 




20 




25 





30 



Thr 

Ala 

Pro 

Met 

Trp 

Pro Asn 

Thr 

Phe 

Trp 

Ser 

Ala 

Ala 

Glu Asp Gly 



35 




40 





45 




Leu 

lie 

Arg 

Gin 

Tyr 

Asp Leu 

Arg 

Glu 

Asn 

Ser 

Lys 

His 

Ser 

Glu 

Val 


50 




55 





60 





Leu 

lie 

Asp 

Leu 

Thr 

Glu Tyr 

Cys 

Gly Gin 

Leu 

Val 

Glu 

Ala 

Lys 

Cys 


1966 



WO 00/58473 


PCT/U S00/0862 1 


65 



70 





75 





80 

Leu Thr 

Val Asn 

Pro 

Gin 

Asp 

Asn 

Asn 

Cys 

Leu 

Ala 

Val 

Gly 

Ala 

Ser 



85 





90 





95 


Gly Pro 

Phe Val 

Arg 

Leu 

Tyr 

Asp 

lie 

Arg 

Met 

lie 

His 

Asn 

His 

Arg 


100 





105 





110 



Lys Ser 

Met Lys 

Gin 

Ser 

Pro 

Ser 

Ala 

Gly 

Val 

His 

Thr 

Phe 

Cys 

Asp 

115 




120 





125 




Arg Gin 

Lys Pro 

Leu 

Pro 

Asp 

Gly 

Ala 

Ala 

Gin 

Tyr 

Tyr 

Val 

Ala Gly 

130 




135 





140 





His Leu 

Pro Val 

Lys 

Leu 

Pro 

Asp 

Tyr 

Asn 

Asn 

Arg 

Leu 

Arg 

Val 

Leu 

145 



150 





155 





160 

Val Ala 

Thr Tyr 

Val 

Thr 

Phe 

Ser 

Pro 

Asn 

Gly 

Thr 

Glu 

Leu 

Leu 

Val 



165 





170 





175 


Asn Met 

Gly Gly 

Glu 

Gin 

Val 

Tyr 

Leu 

Phe 

Asp 

Leu 

Thr 

Tyr 

Lys 

Gin 


180 





185 





190 



Arg Pro 

Tyr Thr 

Phe 

Leu 

Leu 

Pro 

Arg 

Lys 

Cys 

His 

Ser 

Ser 

Gly Glu 


195 




200 





205 




Val Gin 

Asn Gly 

Lys 

Met 

Ser 

Thr 

Asn 

Gly 

Val 

Ser 

Asn 

Gly 

Val 

Ser 

210 




215 





220 





Asn Gly 

Leu His 

Leu 

His 

Ser 

Asn 

Gly 

Phe 

Arg 

Leu 

Pro 

Glu 

Ser Arg 

225 



230 





235 





240 

Gly His 

Val Ser 

Pro 

Gin 

Val 

Glu 

Leu 

Pro 

Pro 

Tyr 

Leu 

Glu 

Arg Val 


245 





250 





255 


Lys Gin 

Gin Ala 

Asn 

Glu 

Ala 

Phe 

Ala 

Cys 

Gin 

Gin 

Trp 

Thr 

Gin 

Ala 

260 





265 





270 



He Gin 

Leu . Tyr 

Ser 

Lys 

Ala 

Val 

Gin 

Arg 

Ala 

Pro 

His 

Asn 

Ala 

Met 


275 




280 





285 




Leu Tyr Gly Asn 

Arg 

Ala 

Ala 

Ala 

Tyr 

Met 

Lys 

Arg 

Lys 

Trp 

Asp Gly 

290 




295 





300 





Asp His 

Tyr Asp 

Ala 

Leu 

Arg 

Asp 

Cys 

Leu 

Lys 

Ala 

lie 

Ser 

Leu 

Asn 

305 



310 





315 





320 

Pro Cys 

His Leu 

Lys 

Ala 

His 

Phe 

Arg 

Leu 

Ala 

Arg 

Cys 

Leu 

Phe 

Glu 



325 





330 





335 


Leu Lys 

Tyr Val 

Ala 

Glu 

Ala 

Leu 

Glu 

Cys 

Leu 

Asp 

Asp 

Phe 

Lys 

Gly 


340 





345 





350 



Lys Phe 

Pro Glu 

Gin 

Ala 

His 

Ser 

Ser 

Ala 

Cys 

Asp 

Ala 

Leu 

Gly Arg 

355 




360 





365 




Asp lie 

Thr Ala 

Ala 

Leu 

Phe 

Ser 

Lys 

Asn 

Asp 

Gly 

Glu 

Glu 

Lys 

Lys 

370 




375 





380 





Gly Pro Gly Gly 

Gly Ala 

Pro 

Val 

Arg 

Leu 

Arg 

Ser 

Thr 

Ser 

Arg 

Lys 

385 



390 





395 





400 


Gly Cys Thr Arg 


<210> 2725 
<211> 856 
<212 > DNA 

<213> Homo sapiens 
<400> 2725 

nacgcgtcca gtgtgccgca ggcacagcac caaccacagc ggccctacct cggccctggc 
60 

ctgaccccgg cggccctgcc cgcccctccc tccagcatca tggccagccc aagaaccagg 
120 


1967 



WO 00/58473 


PCT/US00/08621 


aaggttctta aagaagtcag ggtgcaggat gagaacaacg tttgttttga gtgtggcgcg 
180 - 

ttcaatcctc agtgggtcag tgtgacctac ggcatctgga tctgcctgga gtgctcgggg 
240 

agacaccgcg ggcttggggt tcacctcagc tttgtgcgct ctgttactat ggacaagtgg 
300 

aaggacattg agcttgagaa gatgaaagct ggtgggaatg ctaagttccg agagttcctg 
360 

gagtctcagg aggattacga tccttgctgg tccttgcagg agaagtacaa cagcagagcc 
420 

gcggccctct ttagggataa ggtggtcgct ctggccgaag gcagagagtg gtctctggag 
480 

tcatcacctg cccagaactg gaccccacct cagcccagga cgctgccgtc catggtgcac 
540 

cggtagctgc tcctcgtggg gccttagtac agtttccact gggtcctgaa cttagtagat 
600 

tgggtttccc acagaattct ccccttcttt gctgttgtga cagctctttt cccagaagtc 
660 

agtgggaaaa acagcttttt;^ aaaattgcca aaacaataca agcttttagt aaatttggac 
720 

acccatagag ctgtctcaga tagcgcccca ggtaagctcc gcacgccttc caggtgtgca 
780 

cacagccgtg tctgccgtgg cgctgtggga gttcacatct ccatctgctc accggggtgt 
840 

tgtctgccct tcacgc 
856 

<210> 2726 
<211> 148 
<212> PRT 

<213> Homo sapiens 
<400> 2726 


Met 

Ala 

Ser 

Pro 

Arg 

Thr 

Arg 

Lys 

Val 

Leu 

Lys 

Glu 

Val 

Arg 

Val 

Gin 

l 




5 





10 





15 


Asp 

Glu 

Asn 

Asn 

Val 

Cys 

Phe 

Glu 

Cys 

Gly Ala 

Phe 

Asn 

Pro 

Gin 

Trp 




20 





25 





30 



Val 

Ser 

Val 

Thr 

Tyr 

Gly 

lie 

Trp 

He 

Cys 

Leu 

Glu 

Cys 

Ser 

Gly 

Arg 



35 





40 





45 




His Arg 

Gly 

Leu 

Gly 

Val 

His 

Leu 

Ser 

Phe 

Val 

Arg 

Ser 

Val 

Thr 

Met 


50 





55 





60 





Asp 

Lys 

Trp 

Lys 

Asp 

lie 

Glu 

Leu 

Glu 

Lys 

Met 

Lys 

Ala 

Gly 

Gly 

Asn 

65 





70 





75 





80 

Ala 

Lys 

Phe 

Arg 

Glu 

Phe 

Leu 

Glu 

Ser 

Gin 

Glu Asp 

Tyr 

Asp 

Pro 

Cys 





85 





90 





95 


Trp 

Ser 

Leu 

Gin 

Glu 

Lys 

Tyr 

Asn 

Ser 

Arg 

Ala 

Ala 

Ala 

Leu 

Phe 

Arg 




100 





105 





110 



Asp Lys 

Val 

Val 

Ala 

Leu 

Ala 

Glu 

Gly 

Arg 

Glu Trp 

Ser 

Leu 

Glu 

Ser 



115 





120 





125 




Ser 

Pro 

Ala 

Gin 

Asn 

Trp 

Thr 

Pro 

Pro 

Gin 

Pro 

Arg 

Thr 

Leu 

Pro 

Ser 


130 





135 





140 





Met 

Val 

His 

Arg 














145 
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<210> 2727 

<211> 1119 

<212> DNA 

<213 > Homo sapiens 

<4 00 > 2727 

ttttttttgc ttttataaac attcaaccaa catgttcttt aataatctct tctttaaaga 
60 

acaaaataat caagtacatg gcattaagtt aaatgtctct gcacatgaat ttccacctta 
120 

taaatctggt atattaaatt gtgctgtaaa tagatttgta tattttcttt tttgagtact 
180 

atgataggtg aaatggtatg actataaaaa ggatttgttt ctttttgtct cctggaatga 
24 0 

catgatgcct ttctagagaa agaaaaattg caggctacag gaaaatgata aaaactactg 
300 

gattcattta gactattcga tttaggaagg tacaaccact tctttaacat caagctaaaa 
360 

gtgggggaaa gtctcagtct cccaggtagg tctcctctca cactgtcctg ggtggcaggc 
420 

gctgtttata catgcccgct atcgctctgg ctgcactgta gatcatctgc cgacgggaca 
480 

tcccagtaaa tgccatgtgc caatcagtcc ggctgacatt cagtaaactc ttttccagga 
540 

cttcacccac tgtcaccaaa aggcctgacc acctcagatt atagtcctgg ggagttagac 
600 

tttgagcctg ctgtacaaat tccaaaggca ctggtgtggc ttgtgtaaat gtttctagat 
660 

gaatgccatg gacaggatct tcaaccacca aacaaccaat gtcaaaccat ttgtcaggca 
720 

gcaattctgc aatgaagttt tctactgaca cagctgtctg tttttcatgg atcaccccag 
780 

ttcgacgcaa gctatctatc cgttcctgag caccttttaa tccagctgca tagcccactg 
840 

gttgtggggc aatattggac tgtccagcct cccctacaac cacagctagg ccgaagacct 
900 

cctggaaggc atctcggaca gcagccactt tcacttcttt atttgaggtc actacaatat 
960 

ccagttcacc tccagatttg atatagggag ccatgccagg gtccagcgtt gtaatcatgc 
1020 

tttctactga atgttttgtc ttatcaagca cagacttcac cataggattc ccagccacac 
1080 

ccttaataaa accccagatt ccaccagcag atgcttcat 
1119 

<210> 2728 
< 211 > 221 
<212> PRT 

<213 > Homo sapiens 
<400> 2728 

Met Val Lys Ser Val Leu Asp Lys Thr 
1 5 

lie Thr Thr Leu Asp Pro Gly Met Ala 


Lys His Ser Val Glu Ser Met 
10 15 

Pro Tyr lie Lys Ser Gly Gly 
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20 





25 





30 



Glu 

Leu 

Asp 

lie 

Val 

Val 

Thr 

Ser 

Asn 

Lys 

Glu 

Val 

Lys 

Val 

Ala 

Ala 



35 





40 





45 




Val 

Arg 

Asp 

Ala 

Phe 

Gin 

GlU 

Val 

Phe 

Gly 

Leu 

Ala 

Val 

Val 

Val 

Gly 


50 





55 





60 





Glu 

Ala 

Gly 

Gin 

Ser 

Asn 

lie 

Ala 

Pro 

Gin 

Pro 

Val 

Gly 

Tyr 

Ala 

Ala 

65 





70 





75 





80 

Gly Leu 

Lys 

Gly Ala 

Gin 

Glu 

Arg 

lie 

Asp 

Ser 

Leu 

Arg 

Arg 

Thr 

Gly 





85 





90 





95 


Val 

He 

His 

Glu 

Lys 

Gin 

Thr 

Ala 

val 

Ser 

Val 

Glu 

Asn 

Phe 

lie 

Ala 




100 





105 





110 



Glu 

Leu 

Leu 

Pro Asp 

Lys 

Trp 

Phe 

Asp 

lie 

Gly Cys 

Leu 

Val 

Val 

Glu 



115 





120 





125 




Asp 

Pro 

Val 

His 

Gly 

lie 

His 

Leu 

Glu 

Thr 

Phe 

Thr 

Gin 

Ala 

Thr 

Pro 

130 





135 





140 





Val 

Pro 

Leu 

Glu 

Phe 

Val 

Gin 

Gin 

Ala 

Gin 

Ser 

Leu 

Thr 

Pro 

Gin 

Asp 

145 





150 





155 





160 

Tyr Asn 

Leu 

Arg 

Trp. 

Ser 

Gly 

Leu 

Leu 

Val 

Thr 

Val 

Gly 

Glu 

Val 

Leu 





165 





170 





175 


Glu 

Lys 

Ser 

Leu 

Leu 

Asn 

val 

Ser 

Arg 

Thr 

Asp 

Trp 

His 

Met 

Ala 

Phe 




180 





185 





190 



Thr Gly 

Met 

Ser 

Arg 

Arg 

Gin 

Met 

He 

Tyr 

Ser 

Ala 

Ala 

Arg 

Ala 

lie 



195 





200 





205 




Ala Gly 

Met 

Tyr 

Lys 

Gin 

Arg 

Leu 

Pro 

Pro 

Arg 

Thr 

Val 





210 





215 





220 






<210> 2729 
<211> 393 
<212 > DNA 

<213 > Homo sapiens 
<400> 2729 

nnggtggcac ggatcgtagg agccaaatgt ttgttttcct tcttatccct tcgagaccaa 
60 

atgcagcccc agcagtggtg aggcactact ttcttgaaga gttgtgcatc catgtaggtc 
120 

agctgctctg ccacgagatc ttctgagaag cacgtgaatt ctgctgactc tccaccctcc 
180 

agttcctctt cctcttccat actaagggcc tggcttgacc agtgtgcaga agacttccga 
240 

gagccccctc acttcccctg cttacagaaa ctgctggatt atctcacacg gatgatgccg 
300 

ggctctgacc cagaaagaag agcacaaaat cttcttgagc agtttcagaa gcaagaagtg 
360 

gaaactgaca atgggcttcc caacacgatc tcc 
393 

<210> 2730 
<211> 92 
< 212 > PRT 

<213 > Homo sapiens 
<400> 2730 

Val Ser Cys Ser Ala Thr Arg Ser Ser Glu Lys His Val Asn Ser Ala 
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15 10 


Asp 

Ser 

Pro 

Pro 

20 

Ser Ser 

Ser 

Ser 

Ser 

25 

Ser 

Ser 

lie 

Leu 

Asp 

Gin 

35 

Cys 

Ala Glu 

Asp 

Phe 

40 

Arg 

Glu 

Pro 

Pro 

Leu 

Gin 

50 

Lys 

Leu 

Leu Asp 

Tyr 

55 

Leu 

Thr 

Arg 

Met 

Met 

60 

Pro 

65 

Glu 

Arg 

Arg 

Ala Gin 
70 

Asn 

Leu 

Leu 

Glu 

Gin 

75 

Phe 

Val 

Glu 

Thr 

Asp 

Asn Gly 
85 

Leu 

Pro 

Asn 

Thr 

90 

He 

Ser 


15 

Leu Arg Ala Trp 
30 

His Phe Pro Cys 
4 5 

Pro Gly Ser Asp 

Gin Lys Gin Glu 
80 


<210> 2731 

<211> 447 

<212> DNA 

<213> Homo sapiens 

<400> 2731 

ncgcctccga cctgaaagca cgtccacctc tgcggctcct acctgggtgc aatcgagtta 
60 

aatggctgat aagcagatca gcctgccagc caagctcatc aatggcggca tcgcgggctg 
120 

atcggtgtca cctgcgtgtt tcccatcgac ctggccaaga ccaggctgca gaaccagcag 
100 

aacggccagc gcgtgtacac gagcatgtcc gactgcctca tcaagaccgt ccgctccgag 
240 

ggctacttcg gcatgtaccg gggagctgct gtgaacttga ccctcgtcac ccccgagaag 
300 

gccatcaagc tggcagccaa cgacttcttc cgacatcagc tctctaagga cgggcagaag 
360 

ctgaccctgc ttaaagagat gctggcgggc tgtggggctg gcacctgcca ggtgatcgtg 
420 

accacgccca tggagatgct gaagatc 
447 

<210> 2732 

<211> 125 

<212> PRT 

<213 > Homo sapiens 


<4 00> 2732 


Ala 

Asp 

Gin 

Pro 

Ala 

Ser 

Gin 

Ala 

His 

Gin 

Trp 

Arg 

His 

Arg 

Gly 

Leu 

1 




5 





10 





15 


lie 

Gly 

Val 

Thr 

Cys 

Val 

Phe 

Pro 

lie 

Asp 

Leu 

Ala 

Lys 

Thr 

Arg 

Leu 




20 





25 





30 



Gin 

Asn 

Gin 

Gin 

Asn 

Gly 

Gin 

Arg 

Val 

Tyr 

Thr 

Ser 

Met 

Ser 

Asp 

Cys 



35 





,40 





45 




Leu 

lie 

Lys 

Thr 

Val 

Arg 

Ser 

Glu 

Gly 

Tyr 

Phe 

Gly 

Met 

Tyr 

Arg 

Gly 


50 





55 





60 





Ala 

Ala 

Val 

Asn 

Leu 

Thr 

Leu 

Val 

Thr 

Pro 

Glu 

Lys 

Ala 

lie 

Lys 

Leu 

65 





70 





75 





80 

Ala 

Ala 

Asn 

Asp 

Phe 

Phe 

Arg 

His 

Gin 

Leu 

Ser 

Lys 

Asp 

Gly 

Gin 

Lys 





85 





90 





95 


Leu 

Thr 

Leu 

Leu 

Lys 

Glu 

Met 

Leu 

Ala 

Gly 

Cys 

Gly 

Ala 

Gly 

Thr 

Cys 
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100 105 110 

Gin Val lie Val Thr Thr Pro Met Glu Met Leu Lys He 


115 

<210> 2733 

<211> 3619 

<212> DNA 

<213 > Homo sapiens 

<400> 2733 

120 


125 


gaattctgcc 

60 

tcgggcatgg 

120 

gcaagttccg 

cgtgagtgcc 

tggtccttcc 

acccccatgg 

ggcgagactg 

gtatggggtg 

ccagagggct 

ctggccacct 

ggggcttgct 

gtcctgagag 

ccccagcacc 

180 

catgtcaccc 

ccaacagctg 

gactgcccgc 

tggccatgga 

gcggatcaag 

gaggaccggc 

240 

ccatcaccat 

caaggacgac 

aagggcaacc 

tcaaccgctg 

catcgcagac 

gtggtctcgc 

300 

tcttcatcac ggtcatggac 

aagctgcgcc 

tggcggagct 

gacggtggac 

gagttcctag 

360 

cttcgggctt 

tgactccgag 

tccgaatccg 

agtccgaaaa 

ttctccacaa 

gcggagacac 

420 

gggaagcacg 

cgaggctgcc 

cggagtccgg 

ataagccggg 

cgggagcccc 

tcggccagcc 

480 

ggcgtaaagg 

ccgtgcctct 

gagcacaaag 

accagctctc 

tcggctgaag 

gacagagacc 

540 

ccgagttcta 

caagttcctg 

caggagaatg 

accagagcct 

gctaaacttc 

agcgactcgg 

600 

acagctctga 

ggaggaagag 

gggccgttcc 

actccctgcc 

agatgtgctg 

gaggaagcca 

660 

gtgaggagga 

ggatggagcg 

gaggaaggag 

aagatgggga 

cagagtcccc 

agagggctga 

720 

aggggaagaa 

gaattctgtt 

cctgtgaccg 

tcgccatggt 

tgagagatgg 

aagcaggcag 

780 

caaagcaacg 

cctcactcca 

aagctgttcc 

atgaagtggt 

acaggcgttc 

cgagcagctg 

840 

tggccaccac 

ccgaggggac 

caggaaagtg 

ctgaggccaa 

caaattccag 

gtcacggaca 

900 

gtgctgcatt 

caatgctctg 

gttaccttct 

gcatcagaga 

cctcattggc 

tgtctccaga 

960 

agctgctgtt 

tggaaaggtg 

gcaaaggata 

gcagcaggat 

gctgcagccg 

tccagcagcc 

1020 

cgctctgggg gaagcttcgt 

gtggacatca 

aggcttacct 

gggctcggcc 

atacagctgg 

1080 

tgtcctgtct 

gtcggagacg 

acggtgttgg 

cggccgtgct 

gcggcacatc 

agcgtgctgg 

1140 

tgccctgctt 

cctgaccttc 

cccaagcagt 

gccgcatgct 

gctcaagaga 

atggtggtcg 

1200 

tatggagcac 

tggggaggag 

tctctgcggg 

tgctggcttt 

cctggtcctc 

agcagagtct 

1260 

gccggcacaa 

gaaggacact 

ttccttggcc 

ccgtcctcaa 

gcaaatgtac 

atcacgtatg 

1320 

tgaggaactg 

caagttcacc 

tcgcctggtg 

ccctcccctt 

catcagtttc 


1972 



WO 00/58473 


PCT/US00/08621 


atgcagtgga ccttgacgga 
1380 

ttcctctaca tccgccagct 
1440 

gaaacatacc agtctgtgta 
1500 

gtcctgagca ctgcgggccc 
1560 

gtcatcattg gctgtatcaa 
1620 

tgcatccgtg ccctgacgct 
1680 

ttcatcctgg agatgttcca 
1740 

aagcccatca acttctccgt 
1800 

taccgggacg gcctggtgga 
1860 

gcacactgca tcggcttccc 
1920 

ctccgggagt gcaaggtggc 
1980 

caggagaact cggcatacat 
2040 

cagcaggcag tggaagcctg 
2100 

tactacagcc actggcgcaa 
2160 

gagcgggtgc ggctcggcga 
2220 

cgaaggaaga tggctgacag 
2280 

ctgaacagct ctgaagagga 
2340 

ctgagcactc ggcatggggt 
2400 

agcagcaact cggagggtga 
2460 

gcccctgggg agctgcagca 
2520 

ctctcagagg acgactgagg 
2580 

gccagtgttt ccacctccct 
2640 

aggcagtaga cacgggacag 
2700 

cgagagctgg gctgggctgg 
2760 

aagtcagctc cgcgggggag 
2820 

a 99999 a 99 c ctgcaggccc 
2880 

cgtccatctg caccaggctc 
2940 


gctgctggcc ctggagccgg 
cgccatacac ctgcgcaacg 
caactggcag tatgtgcact 
cagcgaagcc ctccagccct 
gctcatcccc actgcccgct 
gctctcgggg agctcggggg 
gcaggtcgac ttcaacagga 
gatcctgaag ctgtccaatg 
gcagctgtac gacctcaccc 
ggagctggtg ctgcctgtgg 
caactactgc cggcaggtgc 
ctgcagccgc cgccagaggg 
ggagaagctg acccgggaag 
gctgcgtgac cgggagatcc 
ggggacctgg ctggaagacc 
gaaggatgag gacaggaagc 
cgacaccgag ggattcttgg 
ggaagacgat gaagaggacg 
atggtcttgg gatggagacc 
gctggcccag gggccggagg 
cagcccatct ggggggcctg 
ggcagtcagg cctagaggct 
gctttattat ttatttttca 
gctggtgtgg ctgctgaagc 
ctgaccctga cgtcagcaga 
ctggcccctt ccaccacctc 
tgccttcact cccccaagtc 


gtgtggccta ccagcacgcc 
ccatgaccac ccgcaagaag 
gcctcttcct gtggtgccgg 
tggtctaecc: ccttgcccaa 
tctacccgct gcgaatgcac 
ccttcatccc ggtgctgcct 
agccagggcg catgagctcc 
tcaacctgca ggagaaggcg 
tggagtacct gcacagccag 
tcctgcagct gaagtcgttc 
agcagctgct tgggaaggtt 
tttccttcgg cgtctctgag 
aggggacacc cctgaccttg 
agctggagat cagtggcaaa 
tgaacttccc tgagatcaaa 
aatttaaaga cctctttgac 
aaagagggat actggggccc 
aggaggaggg cgaggaggac 
cagacgcaga ggcgggactg 
acgagctgga ggatctgcag 
taggggctgc cgggctggtg 
ggcgtctgtg cagttggggg 
gcatgaaaga ccaaacgtat 
cccagagctg tgggctgctg 
ccgagaccag tcccagttcc 
cgccctccgt ctgcagacct 
tttggaaatt tgttcttttc 
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ctttgaagtc acattttctt ttaaaatttt ttgttttgca tccgaaaccg aaagaaataa 
3000 

agcggtggga ggcaggtcca ttgtgttgag tggtgggaag gttgccgtcc tggctgcagg 
3060 

acgcctctcg gaaagagatg ttcacgtccc agtgggtgtg gactcttctc ttcatgatac 
3120 

ggatgtgcgg accatcctcc tgcttcaagc ctgccgccgc cacaggtggg gccactcccg 
3180 

tcgctgtcac catcgctggc agagaagctg ggagttcgct ccttcttcag gttccgggcg 
3240 

gcaggcaggg cgactgtcct cttgtctgcc agccgcaccg gttcaccggg gaggatattc 
3300 

ggcagcccgg gcagtcgcag atcggaggat gcacctgcag gatccccttg gacataagcg 
3360 

tcttcagact tttccctttg tggcggatgc tgcgcttcca gtccttggcc gtctcgcggg 
3420 ' 

cgctgacgaa ctggaactcg ttgggcgtta gccactcgcc gcggtggcgg atggacgggc 
3480 

ccttnctgcc cttgcagagt ttgcgcacgt aaagcagcgc gcggttggcg ccgcactcca 
3540 

cctcgatnca cggctcgccg ttntccagca gcggctggaa atccggggcc gcgggcgcgg 
3600 

tggccgagaa gcgctcgag 
3619 

<210> 2734 
<211> 790 
<212> PRT 

<213 > Homo sapiens 
<400> 2734 

Met Glu Arg lie Lys Glu Asp Arg Pro He Thr lie Lys Asp Asp Lys 
1 .5 .10 15 

Gly Asn Leu Asn Arg Cys lie Ala Asp Val Val Ser Leu Phe lie Thr 
20 25 30 

Val Met Asp Lys Leu Arg Leu Ala Glu Leu Thr Val Asp Glu Phe Leu 
35 40 45 

Ala Ser Gly Phe Asp Ser Glu Ser Glu Ser Glu Ser Glu Asn Ser Pro 
50 55 60 

Gin Ala Glu Thr Arg Glu Ala Arg Glu Ala Ala Arg Ser Pro Asp Lys 

65 70 75 80 

Pro Gly Gly Ser Pro Ser Ala Ser Arg Arg Lys Gly Arg Ala Ser Glu 

85 90 95 

His Lys Asp Gin Leu Ser Arg Leu Lys Asp Arg Asp Pro Glu Phe Tyr 
100 105 110 

Lys Phe Leu Gin Glu Asn Asp Gin Ser Leu Leu Asn Phe Ser Asp Ser 
115 120 125 

Asp Ser Ser Glu Glu Glu Glu Gly Pro Phe His Ser Leu Pro Asp Val 
130 135 140 

Leu Glu Glu Ala Ser Glu Glu Glu Asp Gly Ala Glu Glu Gly Glu Asp 

145 150 155 160 

Gly Asp Arg Val Pro Arg Gly Leu Lys Gly Lys Lys Asn Ser Val Pro 

165 170 175 

Val Thr Val Ala Met Val Glu Arg Trp Lys Gin Ala Ala Lys Gin Arg 
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Leu 

Thr 

Pro 

180 

Lys 

Val 

Ala 

195 

Thr 

Thr 

Gin 

210 

Val 

Thr 

Asp 

225 

Arg 

Asp 

Leu 

He 

Lys 

Asp 

Ser 

Ser 

Lys 

Leu 

Arg 

260 

Val 

Val 

Ser 

275 

Cys 

Leu 

lie 

290 

Ser 

Val 

Leu 

305 

Met 

Leu 

Leu 

Lys 

Leu 

Arg 

Val 

Leu 

Lys 

Asp 

Thr 

340 

Phe 

Val 

Arg 

355 

Asn 

Cys 

Phe 

370 

Met 

Gin 

Trp 

305 

Ala 

Tyr 

Gin 

His 

Arg 

Asn 

Ala 

Met 

Asn 

Trp 

Gin 

420 

Tyr 

Thr 

Ala 

435 

Gly 

Pro 

Gin 

450 

Val 

lie 

lie 

465 

Pro 

Leu 

Arg 

Met 

Ser 

Gly 

Ala 

Phe 

Gin 

Val 

Asp 

500 

Phe 

Asn 

Phe 

515 

Ser 

Val 

Ala 

530 

Tyr 

Arg 

Asp 

545 

Tyr 

Leu 

His 

Ser 

Pro 

Val 

Val 

Leu 

Asn 

Tyr 

Cys 

580 

Arg 

Ser 

Ala 

595 

Tyr 

lie 


Leu 

Phe 

His 

Glu 

200 

Arg 

Gly 

Asp 

215 

Gin 

Ser 

Ala 

230 

Ala 

Phe 

Gly 

245 

Cys 

Leu 

Gin 

Arg 

Met 

Leu 

Gin 

Asp 

lie 

Lys 

Ala 

280 

Ser 

Glu 

Thr 

295 

Thr 

val 

Pro 

Cys 

Phe 


310 


• 1 - 

Arg 

325 

Met 

Val 

Val 

Ala 

Phe 

Leu 

Val 

Leu 

Gly 

Pro 

Val 

360 

Lys 

Phe 

Thr 

375 

Ser 

Thr 

Leu 

390 

Thr 

Glu 

Ala 

405 

Phe 

Leu 

Tyr 

Thr 

Thr 

Arg 

Lys 

Val 

His 

Cys 

Leu 

440 

Ser 

Glu 

Ala 

455 

Leu 

Gly 

Cys 

470 

lie 

Lys 

His 

485 

Cys 

lie 

Arg 

lie 

Pro 

Val 

Leu 

Asn 

Arg 

Lys 

Pro 

520 

lie 

Leu 

Lys 

535 

Leu 

Gly 

Leu 

550 

Val 

Glu 

Gin 

565 

Ala 

His 

Cys 

Gin 

Leu 

Lys 

Ser 

Gin 

val 

Gin 

Gin 

600 

Cys 

Ser 

Arg 

Arg 


185 

Val 

Val 

Gin 

Ala 

Glu 

Ser 

Ala 

Glu 

Asn 

Ala 

Leu 

220 

Val 

Lys 

Leu 

235 

Leu 

Phe 

Pro 

250 

Ser 

Ser 

Ser 

265 

Tyr 

Leu 

Gly 

Ser 

Val 

Leu 

Ala 

Ala 

Leu 

Thr 

Phe 

300 

Pro 

Val 

Trp 

315 

Ser 

Thr 

Leu 

330 

Ser 

Arg 

Val 

345 

Leu 

Lys 

Gin 

Met 

Pro Gly 

Ala 

Leu 

Leu 

Leu 

Ala 

380 

Leu 

lie 

Arg 

395 

Gin 

Leu 

Lys 

410 

Glu 

Thr 

Tyr 

425 

Phe 

Leu 

Trp 

Cys 

Gin 

Pro 

Leu 

Val 

Leu 

lie 

Pro 

460 

Thr 

Ala 

Leu 

475 

Thr 

Leu 

Pro 

490 

Phe 

lie 

Leu 

505 

Gly Arg 

Met 

Ser 

Ser 

Asn 

Val 

Asn 

Gin 

Leu 

Tyr 

540 

Asp 

lie Gly 

555 

Phe 

Pro 

Phe 

570 

Leu 

Arg 

Glu 

585 

Leu 

Leu 

Gly 

Lys 

Gin Arg 

Val 

Ser 


190 


Phe 

205 

Arg 

Ala 

Ala 

Ala 

Asn 

Lys 

Phe 

Thr 

Phe 

Cys 

lie 

240 

Gly Lys 

Val 

255 

Ala 

Pro 

Leu 

270 

Trp 

Gly 

Ala 

285 

lie 

Gin 

Leu 

Val 

Leu 

Arg 

His 

Lys 

Gin 

Cys 

Arg 

320 

Gly Glu 

Glu 

335 

Ser 

Cys 

Arg 

350 

His 

Lys 

Tyr 

365 

lie 

Thr 

Tyr 

Pro 

Phe 

lie 

Ser 

Glu 

Pro 

Gly 

Val 

400 

Ala 

lie 

His 

415 

Leu 

Gin 

Ser 

430 

Val 

Tyr 

Arg 

445 

Val 

Leu 

Ser 

Tyr 

Pro 

Leu 

Ala 

Ala 

Arg 

Phe 

Tyr 

480 

Leu 

Ser 

Gly 

495 

Ser 

Glu 

Met 

510 

Phe 

Gin 

Ser 

525 

Lys 

Pro 

He 

Leu 

Gin 

Glu 

Lys 

Leu 

Thr 

Leu 

Glu 

560 

Glu 

Leu 

Val 

575 

Leu 

Cys 

Lys 

590 

Val 

Ala 

Val 

605 

Gin 

Glu 

Asn 

Phe Gly 

Val 

Ser 
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610 615 620 

Glu Gin Gin Ala Val Glu Ala Trp Glu Lys Leu Thr Arg Glu Glu Gly 
625 630 635 640 

Thr Pro Leu Thr Leu Tyr Tyr Ser His Trp Arg Lys Leu Arg Asp Arg 
645 650 655 

Glu lie Gin Leu Glu lie Ser Gly Lys Glu Arg Val Arg Leu Gly Glu 
660 665 670 

Gly Thr Trp Leu Glu Asp Leu Asn Phe Pro Glu lie Lys Arg Arg Lys 
675 680 685 

Met Ala Asp Arg Lys Asp Glu Asp Arg Lys Gin Phe Lys Asp Leu Phe 
690 695 700 

Asp Leu Asn Ser Ser Glu Glu Asp Asp Thr Glu Gly Phe Leu Glu Arg 

705 710 715 720 

Gly lie Leu Gly Pro Leu Ser Thr Arg His Gly Val Glu Asp Asp Glu 

725 730 735 

Glu Asp Glu Glu Glu Gly Glu Glu Asp Ser Ser Asn Ser Glu Gly Glu 
740 745 750 

Trp Ser Trp Asp Gly Asp Pro Asp Ala Glu Ala Gly Leu Ala Pro Gly 
755 760 765 

Glu Leu Gin Gin Leu Ala Gin Gly Pro Glu Asp Glu Leu Glu Asp Leu 
770 775 780 

Gin Leu Ser Glu Asp Asp 
785 790 

<210> 2735 

<211> 1666 

<212 > DNA 

<213> Homo sapiens 

<4 00> 2735 

nncccgggcg ggcgcgggcc gcgatggcag cggcggagca gggctgagcc. cgctgcccgc 
60 

ccgcagttcc cggccccgct ggccccagtc atggcgaagc agtacgatgt gctgttccgg 
120 

ctgctgctga tcggggactc cggggtgggc aagacctgcc tgctgtgccg cttcaccgac 
180 

aacgagttcc actcctcgca catctccacc atcggtgttg actttaagat gaagaccata 
240 ^ 

gaggtagacg gcatcaaagt gcggatacag atctgggaca ctgcagggca ggagagatac 
300 

cagaccatca caaagcagta ctatcggcgg gcccagggga tatttttggt ctatgacatt 
360 

agcagcgagc gctcttacca gcacatcatg aagtgggtca gtgacgtgga tgagtacgca 
420 

ccagaaggcg tccagaagat ccttattggg aataaggctg atgaggagca gaaacggcag 
480 

gtgggaagag agcaagggca gcagaaatgt ccttctcttc agctggcgaa ggagtatggc 
540 

atggacttct atgaaacaag tgcctgcacc aacctcaaca ttaaagagtc attcacgcgt 
600 

ctgacagagc tggtgctgca ggcccatagg aaggagctgg aaggcctccg gatgcgtgcc 
660 

agcaatgagt tggcactggc agagctggag gaggaggagg gcaaacccga gggcccagcg 
720 
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aactcttcga aaacctgctg gtgctgagtc ctgtgtgggg caccccacac gacacccctc 
780 

ttccctcagg aggcccgtgg gcagacaggg gagccggggc tttgccctgc tgctgtcctc 
840 

tcgtgtgatg accctattga gtatcagtag ccactactcc ccctgcctgg ccctgagagc 
900 

ggctctgctg tcatctcaag cagcccctgt ccccagcccg tccaccctgg agtggtcttc 
960 

ttcagcctgt ttccccagcc acaggcctgc tacgaccccc acgatgtgcc gcaagcactg 
1020 

tctcaccatc ccgcacccac cagacaacag ccagggctgg agtccaggcc actttcagct 
1080 

gctcctttct ccgtgcatcg tgtctcttct ctgctttttc tctcttcccc cacttctctt 
1140 

tctctgaccc ctcccctccg gtgcgtttcg tatcaaagct cctcaaaccc cgtcccccgt 
1200 

gtgtcctgct gtgtgcagct cgctctttcc ttccttccta agctatccaa ggggatggac 
1260 

ccaggctcgt ggggaggttc cacccttgga tccaggaaga accctccacc ctgcctcgtg 
1320 

ggtgggccaa aggctacagg gtgcttcttc ctcttccccc acccccactg tccctcatgt 
1380 

gccatgggcc tgcctcccca gtgacctgcg aaagtggagc atcgaggtag gagggaaacg 
1440 

gcaaccaggg agtcctcgag cctggggctg ccctacctct acccattccc cgaccagagc 
1500 

tttgcccttg cttggctgcc cgcctgcctc tttggggaac tgagctcgga ggcaggtgct 
1560 

tcagagaagg aaacaaaatg aggggtggca gggataaaaa gtcacctcca ttctctacct 
1620 

cccatgcagc atgaacacaa tttctctcca cctggctccc aaattt 
1666 

<210> 2736 
<211> 218 
<212> PRT 

<213 > Homo sapiens 
<400> 2736 


Met Ala 

Lys 

Gin 

Tyr 

Asp 

Val 

Leu 

Phe 

Arg 

Leu 

Leu 

Leu 

lie Gly 

Asp 

1 



5 





10 




15 


Ser Gly 

Val 

Gly 

Lys 

Thr 

Cys 

Leu 

Leu 

Cys 

Arg 

Phe 

Thr 

Asp Asn 

Glu 



20 





25 





30 


Phe His 

Ser 

Ser 

His 

lie 

Ser 

Thr 

lie 

Gly 

Val 

Asp 

Phe 

Lys Met 

Lys 


35 





40 





45 



Thr lie 

Glu 

Val 

Asp 

Gly 

lie 

Lys 

Val 

Arg 

lie 

Gin 

lie 

Trp Asp 

Thr 

50 





55 





60 




Ala Gly 

Gin 

Glu 

Arg 

Tyr 

Gin 

Thr 

lie 

Thr 

Lys 

Gin 

Tyr 

Tyr Arg 

Arg 

65 




70 





75 




80 

Ala Gin 

Gly 

lie 

Phe 

Leu 

val 

Tyr Asp 

lie 

Ser 

Ser 

Glu 

Arg Ser 

Tyr 




85 





90 




95 


Gin His 

lie 

Met 

Lys 

Trp 

Val 

Ser Asp 

Val 

Asp 

Glu 

Tyr 

Ala Pro 

Glu 



100 





105 





110 


Gly Val 

Gin 

Lys 

lie 

Leu 

lie Gly Asn 

Lys 

Ala 

Asp 

Glu 

Glu Gin 

Lys 
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115 





120 



125 




Arg 

Gin 

Val 

Gly Arg 

Glu 

Gin 

Gly Gin 

Gin Lys 

Cys 

Pro 

Ser 

Leu 

Gin 


130 





135 



140 





Leu 

Ala 

Lys 

Glu Tyr 

Gly 

Met 

Asp Phe 

Tyr Glu 

Thr 

Ser 

Ala 

Cys 

Thr 

145 





150 



155 





160 

Asn 

Leu 

Asn 

He 

Lys 

Glu 

Ser 

Phe Thr 

Arg Leu 

Thr 

Glu 

Leu 

Val 

Leu 





165 




170 




175 


Gin 

Ala 

His 

Arg 

Lys 

Glu 

Leu 

Glu Gly 

Leu Arg 

Met 

Arg 

Ala 

Ser 

Asn 




180 




185 




190 



Glu 

Leu 

Ala 

Leu 

Ala 

Glu 

Leu 

Glu Glu 

Glu Glu Gly 

Lys 

Pro 

Glu Gly 



195 





200 



205 




Pro 

Ala 

Asn 

Ser 

Ser 

Lys 

Thr 

Cys Trp 

Cys 







210 





215 









<210> 2737 

<211> 898 . 

<212> DNA 

<213> Homo sapiens 

<4 00> 2737 

nnaccggtat gcgccacctg cgccgggttt ggcggccgat gtcaccggca ccgcatccgc 
60 

cgagcggagg agcacgctga ggagctgcgg aacaagattg tggaccagtg tgagaggctg 
120 

cagttacaga gtgctgccat caccaagtat gtggcggacg tcctgccggg gaagaatcaa 
180 

agagcagtga gcatggccag tgcagcgagg gaactggtta tccagcggtt gagtctggtg 
240 

aggagtcttt gcgagagcga ggagcagcgg ttactggaac aggtgcatgg cgaagaggag 
300 

cgggcccacc agagcatcct gacacagcgg gtgcactggg ccgaggcgct gcagaaactt 
36 0 

gacaccatcc gcactggcct ggtgggcatg cttactcacc tggatgacct ccagctgatt 
420 

cagaaggagc aagagatttt cgagaggacc gaagaagcag agggcatttt ggatccccag 
480 

gagtcggaaa tgttaaactt taatgagaag tgcactcgga gcccactact gacccaactc 
540 

tgggcaacgg cggttcttgg gtctctctca ggcacagagg acatacggat cgatgagagg 
600 

acagtcagcc ccttcctgca attgtcagat gatcgaaaga ccctgacctc agcaccaaga 
660 

agtcaaaggt gtgcagatgg cccggagcgc ttcgaccact ggcccaatgc cctggctgcc 
720 

acctccttcc agaatgggct ccatgcctgg atggtgaatg tccagaacag ttgtgcctat 
780 

aaggtgggcg tggcttcagg ccacctgccc cgcaagggtt ctggcagtga ctgccgtctg 
840 

ggccacaatg ccttctcctg ggtcttctct cgctatgatc aggagtttcg tttctcac 
898 

<210> 2738 
<211> 299 
<212> PRT 


1978 
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<213 > Homo sapiens 
<400> 2738 

Xaa Pro Val Cys Ala Thr Cys Ala Gly Phe Gly Gly Arg Cys His Arg 

15 10 15 

His Arg He Arg Arg Ala Glu Glu His Ala Glu Glu Leu Arg Asn Lys 

20 25 30 

lie Val Asp Gin Cys Glu Arg Leu Gin Leu Gin Ser Ala Ala lie Thr 

35 40 45 

Lys Tyr Val Ala Asp Val Leu Pro Gly Lys Asn Gin Arg Ala Val Ser 

50 55 60 

Met Ala Ser Ala Ala Arg Glu Leu Val He Gin Arg Leu Ser Leu Val 

65 70 75 80 

Arg Ser Leu Cys Glu Ser Glu Glu Gin Arg Leu Leu Glu Gin Val His 

85 90 95 

Gly Glu Glu Glu Arg Ala His Gin Ser lie Leu Thr Gin Arg Val His 

100 105 110 

Trp Ala Glu Ala Leu Gin Lys Leu Asp Thr lie Arg Thr Gly Leu Val 

115 120 125 

Gly Met Leu Thr His Leu Asp Asp Leu Gin Leu lie Gin Lys Glu Gin 

130 135 140 

Glu lie Phe Glu Arg Thr Glu Glu Ala Glu Gly lie Leu Asp Pro Gin 

145 150 155 160 

Glu Ser Glu Met Leu Asn Phe Asn Glu Lys Cys Thr Arg Ser Pro Leu 

165 170 175 

Leu Thr Gin Leu Trp Ala Thr Ala Val Leu Gly Ser Leu Ser Gly Thr 

180 185 190 

Glu Asp lie Arg lie Asp Glu Arg Thr Val Ser Pro Phe Leu Gin Leu 

195 200 205 

Ser Asp Asp Arg Lys Thr Leu Thr Ser Ala Pro Arg Ser Gin Arg Cys 

210 215 220 

Ala Asp Gly Pro Glu Arg Phe Asp His Trp Pro Asn Ala Leu Ala Ala 

225 230 235 240 

Thr Ser Phe Gin Asn Gly Leu His Ala Trp Met Val Asn Val Gin Asn 

245 250 255 

Ser Cys Ala Tyr Lys Val Gly Val Ala Ser Gly His Leu Pro Arg Lys 

260 265 270 

Gly Ser Gly Ser Asp Cys Arg Leu Gly His Asn Ala Phe Ser Trp Val 

275 280 285 

Phe Ser Arg Tyr Asp Gin Glu Phe Arg Phe Ser 

290 295 

<210> 2739 
< 211 > 1501 
<212> DNA 

<213> Homo sapiens 
<400> 2739 

gagagccgcc gagagtgggg ggcgatggcg aagctccggg tggcttacga gtacacggaa 
60 

gccgaggaca agagcatccg gctcggcttg tttctcatca tctccggcgt cgtgtcgctc 
120 

ttcatcttcg gcttctgctg gctgagtccc gcgctgcagg atctgcaagc cacggaggcc 
180 
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aattgcacgg tgctgtcggt gcagcagatc ggcgaggtgt tcgagtgcac cttcacctgt 
240 

ggcgccgact gcaggggcac ctcgcagtac ccctgcgtcc aggtctacgt gaacaactct 
300 

gagtccaact ctagggcgct gctgcacagc gacgagcac c agctcctgac caaccccaag 
360 

tgctcctata tccctccctg taagagagaa aatcagaaga atttggaaag tgtcatgaat 
420 

tggcaacagt actggaaaga tgagattggt tcccagccat ttacttgcta ttttaatcaa 
480 

catcaaagac cagatgatgt gcttctgcat cgcactcatg atgagattgt cctcctgcat 
540 

tgcttcctct ggcccctggt gacatttgtg gtgggcgttc tcattgtggt cctgaccatc 
600 

tgtgccaaga gcttggcggt caaggcggaa gccatgaaga agcgcaagtt ctcttaaagg 
660 

ggaaggaggc ttgtagaaag caaagtacag aagctgtact catcggcacg cgtccacctg 
720 

cggaacctgt gtttcctggc gcaggagatg gacagggcca cgacagggct ctgagaggct 
780 

catccctcag tggcaacaga aacaggcaca actggaagac ttggaacctc aaagcttgta 
840 

ttccatctgc tgtagcaatg gctaaagggt caagatctta gctgtatgga gtaactattt 
900 

cagaaaaccc tataagaagt tcattttctt tcaaaagtaa cagtatatta tttgtacagt 
960 

gtagtataca aaccattatg atttatgcta cttaaaaata ttaaaataga gtggtctgtg 
1020 

ttattttcta tttccttttt tatgcttaga acaccagggt tttaaaaaaa aaaaaaggtg 
1080 

aggacatctg ggtctcattt gcttctgcta ggttaaactt ttacttgaca acaaggattc 
1140 

ctgctgaagt ctgaacctta ctgtgtaacc ctcagtttcc actattaaag agtatctttt 
1200 

gacgtcctgc ttggaaaatg aatagtatac tggtaactca gtctccagtc acctctgtgt 
1260 

ctcttaagca agagattcta aaagattggg aaaacatatc ctccaaaacc tgcctttgcc 
1320 

taaccattat ttttcaccag attacttctt aagagaggga ggtgattctg aagaaggctt 
1380 

ctatctcaaa aagcactggg cttccttatt catctgttct tgttgttttt gacggagtta 
1440 

aaaaagtttg tgtgcaatac aatataaatg atgtgaagga cactcttaaa aaaaaaaaaa 

1500 
a 

1501 

<210> 2740 

<211> 218 

<212 > PRT 

<213 > Homo sapiens 

<4 00 > 2740 

Glu Ser Arg Arg Glu Trp Gly Ala Met Ala Lys Leu Arg Val Ala Tyr 


1980 
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1 5 10 15 

Glu Tyr Thr Glu Ala Glu Asp Lys Ser He Arg Leu Gly Leu Phe Leu 

20 25 30 

lie lie Ser Gly Val Val Ser Leu Phe lie Phe Gly Phe Cys Trp Leu 

35 40 45 

Ser Pro Ala Leu Gin Asp Leu Gin Ala Thr Glu Ala Asn Cys Thr Val 

50 55 60 

Leu Ser Val Gin Gin lie Gly Glu Val Phe Glu Cys Thr Phe Thr Cys 

65 70 75 80 

Gly Ala Asp Cys Arg Gly Thr Ser Gin Tyr Pro Cys Val Gin Val Tyr 

85 90 95 

Val Asn Asn Ser Glu Ser Asn Ser Arg Ala Leu Leu His Ser Asp Glu 

100 105 110 

His Gin Leu Leu Thr Asn Pro Lys Cys. Ser Tyr lie Pro Pro Cys Lys 

115 120 125 

Arg Glu Asn Gin Lys Asn Leu Glu Ser Val Met Asn Trp Gin Gin Tyr 

130 135 140 

Trp Lys Asp Glu lie Gly Ser Gin Pro Phe Thr Cys Tyr Phe Asn Gin 

145 150 155 160 

His Gin Arg Pro Asp Asp Val Leu Leu His Arg Thr His Asp Glu lie 

165 170 175 

Val Leu Leu His Cys Phe Leu Trp Pro Leu Val Thr Phe Val Val Gly 

180 185 190 

Val Leu lie Val Val Leu Thr lie Cys Ala Lys Ser Leu Ala Val Lys 

195 200 205 

Ala Glu Ala Met Lys Lys Arg Lys Phe Ser 

210 215 

<210> 2741 

<211> 1487 

<212> DNA 

<213 > Homo sapiens 

/ 

<400> 2741 

aaggctcgag ggaaagtgag tgagatcatc aacaatgcca ttgtgcacta ccgagatgac 
60 

ttggatctgc agaacctcat tgattttggc cagaaaaagt ttagctgctg tggagggatt 
120 

tcctacaagg actggtctca gaacatgtat ttcaactgct cagaagacaa ccccagtcga 
180 

gagogctgct ctgtgcctta ctcctgttgc ttgcctactc ctgaccaggc agtgatcaac 
240 

actatgtgtg gccaaggtat gcaggccttt gactacttgg aagctagcaa agtcatctac 
300 

accaatggct gtattgacaa gttggtcaac tggatacaca gcaacctatt cttacttggt 
360 

ggtgtggctc taggcctggc catcccccag ctggtgggaa ttctgctgtc ccagatccta 
420 

gtgaatcaga tcaaagatca gatcaagcta cagctctaca accagcagca ccgggctgac 
480 

ccatggtact gagaatccat cctgcacctc ctcaccatgg aaactggcaa gcctcataaa 
540 

cgaacagcag tgggtgctga aagcagcacc aaatggagat ttggattcca gccccccagt 
600 
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gacagcccag tgggaagaag caaactccag atgggcagaa ggcagggtgc acaggtggct 
660 

ccagtctcag gaggatgcgc ctcctctccc ccatcccagc cctcagcatt gtgccagagt 
720 

gataccctta agtgtttggg tttatgtttt cagttttgtt tgggaaacag cagttgcaca 
700 

gagagttggg ggtactgctg ctgccttttc accgaggcac tgccaccacc agctctagca 
840 

gggatgctcc tgagcttggc ggacatactt agatcctaac gtgccagtga gacctggctg 
900 

tggagagtag cactggcagc cctgcctgga ctccacttgg catgatacca gctccagaag 
960 

ggaagggagt ggagcaggca gtgaggagag agcctggggg tcggctgggg acagccgtat 
1020 

gtgctaggta ggagtggagg gagatatgtt taccaaatgc ctgtcctgcc atcctcccag 
1080 

gtagtcagag tgagctacat cctgccccgc cttcatttcc atggaaacat ggcagctagg 
1140 

acacggggta tacaacagca gccaaattct tccccacctc ccttacttcg aaaaaaagtt 
1200 

tggaaccctg gtccctatac tctgcagtca gaagtgggac tgagccatac atgcccttga 
1260 

attcctccct gtctggccct ccctctccag caagcagggt tttctttaac ttggcagtgt 
1320 

gcagaggaga agtggtaaca cccccacccc attcccctgc atcggagctc agtattccta 
1380 

cagggtaaga ggtaggaatc ttgctgggac gaggggagcc agaagtggca ataaaagcgt 
1440 

gttgacctgg gcaaaaaaaa aaaaaaaaaa aaagaaaaaa aaaaaaa 
1487 

<210> 2742 
<211> 163 
<212 > PRT 

<213 > Homo sapiens 
<400> 2742 


Lys 

Ala 

Arg 

Gly 

Lys 

Val 

Ser 

Glu 

lie 

lie 

Asn 

Asn 

Ala 

lie 

Val 

His 

1 




5 





10 





15 


Tyr Arg 

Asp 

Asp 

Leu 

Asp 

Leu 

Gin 

Asn 

Leu 

lie Asp 

Phe 

Gly Gin 

Lys 




20 





25 





30 



Lys 

Phe 

Ser 

Cys 

Cys 

Gly 

Gly 

lie 

Ser 

Tyr 

Lys 

Asp 

Trp 

Ser 

Gin 

Asn 



35 





40 





45 




Met 

Tyr 

Phe 

Asn 

Cys 

Ser 

Glu 

Asp Asn 

Pro 

Ser Arg Glu 

Arg 

Cys 

Ser 


50 





55 





60 





Val 

Pro 

Tyr 

Ser 

Cys 

Cys 

Leu 

Pro 

Thr 

Pro 

Asp 

Gin 

Ala 

Val 

lie 

Asn 

65 





70 





75 





80 

Thr 

Met 

Cys 

Gly 

Gin 

Gly 

Met 

Gin 

Ala 

Phe 

Asp Tyr 

Leu 

Glu 

Ala 

Ser 





85 





90 





95 


Lys 

Val 

He 

Tyr 

Thr 

Asn 

Gly 

Cys 

lie 

Asp 

Lys 

Leu 

Val 

Asn 

Trp 

lie 




100 





105 





110 



His 

Ser 

Asn 

Leu 

Phe 

Leu 

Leu 

Gly Gly 

Val 

Ala 

Leu Gly 

Leu 

Ala 

lie 



115 





120 





125 




Pro 

Gin 

Leu 

Val 

Gly 

lie 

Leu 

Leu 

Ser 

Gin 

lie 

Leu 

Val 

Asn 

Gin 

lie 
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130 135 140 

Lys Asp Gin lie Lys Leu Gin Leu Tyr Asn Gin Gin His Arg Ala Asp 
145 150 155 160 

Pro Trp Tyr 


<210> 2743 

<211> 384 

<212> DNA 

<213 > Homo sapiens 

<400> 2743 

ngaattctcc cctcggcctc ccgagactcg ggtgtcctgt ctccccccgg agcctcccaa 
60 

gactccggtg tccagtctcc gcccggagcc tccagagact ggagtgtccc atctccgccc 
120 

acagcctccc aagactcagg tgtccagtct ccacctggag cctccagaga ctggagtgtc 
180 

ccatctccgc ccagagccta ccaagactga ggtgtccagt ctccacctgg agcctcccga 
24 0 

gactggagtg gcccatctct acctggagcc tcctgggact ggagtgtctc atctctgccc 
'300 

agagcctccc aagactcgcg tatctcatct ccatcgggag cctcctgaga ctggagtgcc 
360 

tgatctctgc ctggagcctc ccaa 
384 

<210> 2744 

<211> 69 

<212> PRT 

<213 > Homo sapiens 

<4 0 0> 2744 


Xaa lie 

Leu 

Pro 

Ser 

Ala 

Ser 

Arg Asp 

Ser 

Gly Val Leu 

Ser 

Pro 

Pro 

1 



5 





10 




15 


Gly Ala 

Ser 

Gin 

Asp 

Ser Gly 

Val 

Gin 

Ser 

Pro 

Pro Gly Ala 

Ser 

Arg 



20 





25 




30 



Asp Trp 

Ser 

Val 

Pro 

Ser 

Pro 

Pro 

Thr 

Ala 

Ser 

Gin Asp 

Ser 

Gly Val 


35 





40 




45 




Gin Ser 

Pro 

Pro 

Gly 

Ala 

Ser 

Arg 

Asp 

Trp 

Ser 

Val Pro 

Ser 

Pro 

Pro 

50 





55 





60 




Arg Ala 

Tyr 

Gin 

Asp 












65 

<210> 2745 

<211> 769 

<212> DNA 

<213 > Homo sapiens 

<400> 2745 

gaattccacc ttccctcctg cagtgctgag aggcagcgag gacggagagg acagcggcat 
60 

ctctaggctc ttctgagagg gacagagaaa gaatagaaat gtgccctaaa agcataaatg 
120 
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agtatcacct gagaaaatta ggcattcccg tcttggaaac acgtctctgt gagtttgcat 
180 

ttcatttggc ttggagccct ggctcgatgc ctcatggatc tttctcccca aggagggacg 
240 

tcttgagggg tccgagcctc. aggccaagga cccctgatgc agactctgga atccctggcc 
300 

caaaggcctg tctgggccca tctggggctg aggacacaca gatacataat gacacctgca 
360 

gaaatgtatt ctctgaggac acttagaata tgaggaagag ggtgtggccc aaccctcact 
420 

tcacctgggg aggggcttct tccggacagt agacaccctg cccgtgcaga gagatgtcat 
480 

gggggcacct gctctccctg atagatgctg agagcatcca gaaacttcca gaccagccct 
540 

ctcaccacac ccagaagagg cctttcccat ctggagagaa gcttccagac cagcccttca 
600 

cacaccacag ccaggagggg cctttcccac ctgggagaga aacctccaga ccagcccctc 
660 

ataccacagc caagaggggc ctttctcacc tggagagaaa cttccagacc agcccctcac 
720 

accacagcca agaggggcct ttccccccgg gagagaaact tccagacca 
769 

<210> 2746 
<211> 98 
<212> PRT 

<213> Homo sapiens 
<400> 2746 


Met 

Ser 

Trp 

Gly 

His 

Leu 

Leu 

Ser 

Leu 

lie 

Asp 

Ala 

Glu 

Ser 

He 

Gin 

l 




5 





10 





15 


Lys 

Leu 

Pro 

ASp 

Gin 

Pro 

Ser 

His 

His 

Thr 

Gin 

Lys 

Arg 

Pro 

Phe 

Pro 



20 





25 





30 



Ser 

Gly Glu 

Lys 

Leu 

Pro 

Asp 

Gin 

Pro 

Phe 

Thr 

His 

His 

Ser 

Gin 

Glu 



35 





40 





45 




Gly 

Pro 

Phe 

Pro 

Pro 

Gly 

Arg 

Glu 

Thr 

Ser 

Arg 

Pro 

Ala 

Pro 

His 

Thr 


50 





55 





60 





Thr 

Ala 

Lys 

Arg 

Gly 

Leu 

Ser 

His 

Leu 

Glu 

Arg 

Asn 

Phe 

Gin 

Thr 

Ser 

65 





70 





75 





80 

Pro 

Ser 

His 

His 

Ser 

Gin 

Glu 

Gly 

Pro 

Phe 

Pro 

Pro 

Gly 

Glu 

Lys 

Leu 





85 





90 





95 



Pro Asp 


<210> 2747 
< 211 > 1100 
<212 > DNA 

<213> Homo sapiens 
<400> 2747 

tttttcttct ccaggcccag ggccccggcc agtgcccagc cccgctggga gccccggcca 
60 

gcaccacgga cggcgcccag gaagcccgag tccccctgga cgggggcctt ctggattccg 
120 
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aggcccccgg caggttcgcc caagggctgc ttcgcttgcg tgtccaagcc ccctgccctg 
180 

caggctccgg cggcccctgc ccctgagccc tcggcctctc ccccgatggc gcccacactg 
240 

ttccccatgg agtccaagag cagcaagacc gacagcgtgc gggctgccgg cgcgccccct 
300 

gcctgcaagc acctagccga gaagaagacg atgaccaacc ccacgaccgt catcgaggtc 
360 

tacccggaca ccaccgaggt gaacgactat tacctgtggt ccatcttcaa cttcgtctac 
420 

ctcaacttct gctgcctggg cttcatcgcc ttggcctact ccctcaaagt gcgagacaag 
480 

aagcttctca atgacctgaa tggagccgtg gaggatgcaa agacggcccg gctgttcaac 
540 

atcaccagtt ctgccctggc agcctcctgc atcatcctcg tcttcatctt cctgcggtac 
600 

cccctcaccg actactaagg cccgccaggc acggctgctg gcggagacaa gcactgagac 
660 

atgtttattc tcatggtccc tgaaacgcag gatcccatga ggttggggca gggcagggct 
720 

tcttgtcctg gggccccctt gagctgtgaa ctgggcagca aggccatcag aagctgagta 
780 

cagcaagggg gcagtgagct tggccctcag tccaccccct ccgcctcctg gcctccaccc 
840 

tgcctgtgtc tggggcctgg gggcttctcc cctcgctgct gcaccctggc ttccagcgtc 
900 

tgtgtccctg ccctcacgtg ccccttccca ggctcctggg gccccttgga cctgacacct 
960 

agcaggaagg gcttatgcaa aattgtccca ggttgggagg actcactctg tgctccccga 
1020 

ccctgcctcc tccacgatgt gaccccgctc agagcccttg tgtctgtgaa ctttcaatga 
1080 

aatacccatg cagctccaaa 
1100 

<210> 2748 
<211> 205 
<212> PRT 

<213> Homo sapiens 


<400> 2748 


Phe 

Phe 

Phe 

Ser 

Arg 

Pro 

Arg 

Ala 

Pro 

Ala 

Ser 

Ala 

Gin 

Pro 

Arg Trp 

1 




5 





10 





15 


Glu 

Pro 

Arg 

Pro 

Ala 

Pro 

Arg 

Thr 

Ala 

Pro Arg 

Lys 

Pro 

Glu 

Ser 

Pro 




20 





25 





30 



Trp 

Thr 

Gly 

Ala 

Phe 

Trp 

He 

Pro 

Arg 

Pro 

Pro 

Ala 

Gly 

Ser 

Pro 

Lys 



35 





40 





45 




Gly Cys 

Phe 

Ala 

Cys 

Val 

Ser 

Lys 

Pro 

Pro 

Ala 

Leu 

Gin 

Ala 

Pro 

Ala 


50 





55 





60 





Ala 

Pro 

Ala 

Pro 

Glu 

Pro 

Ser 

Ala 

Ser 

Pro 

Pro 

Met 

Ala 

Pro 

Thr 

Leu 

65 





70 





75 





80 

Phe 

Pro 

Met 

Giu 

Ser 

Lys 

Ser 

Ser 

Lys 

Thr Asp 

Ser 

Val 

Arg Ala 

Ala 





85 





90 





95 


Gly Ala 

Pro 

Pro 

Ala 

Cys 

Lys 

His 

Leu 

Ala 

Glu 

Lys 

Lys 

Thr 

Met 

Thr 
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100 





105 





110 



Asn 

Pro 

Thr 

Thr 

Val 

lie 

Glu 

Val 

Tyr 

Pro 

Asp 

Thr 

Thr 

Glu 

Val 

Asn 



115 





120 





125 




Asp 

Tyr 

Tyr 

Leu 

Trp 

Ser 

lie 

Phe 

Asn 

Phe 

Val 

Tyr 

Leu 

Asn 

Phe 

Cys 


130 





135 





140 





Cys 

Leu 

Gly 

Phe 

lie 

Ala 

Leu 

Ala 

Tyr 

Ser 

Leu 

Lys 

Val 

Arg 

Asp 

Lys 

145 





150 





155 





160 

Lys 

Leu 

Leu 

Asn 

Asp 

Leu 

Asn 

Gly Ala 

Val 

Glu 

Asp Ala 

Lys 

Thr 

Ala 





165 





170 





175 


Arg 

Leu 

Phe 

Asn 

lie 

Thr 

Ser 

Ser 

Ala 

Leu 

Ala 

Ala 

Ser 

Cys 

lie 

lie 




180 





185 





190 



Leu 

Val 

Phe 

He 

Phe 

Leu Arg 

Tyr 

Pro 

Leu 

Thr 

Asp 

Tyr 






195 





200 





205 





<210> 2749 
<211 > 2050 
<212> DNA 

<213 > Homo sapiens 
<4 00> 2749 

nnacgcgtgt ccctgaacct acctgcgctt cttgtcccaa ctctaaaatg ggaatgataa 
60 

gcgccattcg gcagcgcctt gtgggtctat aatctactta gcacagagag tgtcttctaa 
120 

gtacttcaca tccttctctg cagatgctct gacctttgac ccctgccgtt cagctctagg 
180 

gcccgtgcag gccacaccat gaacacctcc ccaggcacgg tgggcagtga cccggtcatc 
240 

ctggccactg caggctacga ccacaccgtg cgcttctggc aggcccacag cggcatctgc 
300 

acccggacgg tgcagcacca ggactcccag gtgaatgcct tggaggtcac accggaccgc 
360 

agcatgattg ctgctgcagt tcagcctgtg tccctaggtt accagcacat ccgcatgtat 
420 

gatctcaact ccaataaccc taaccccatc atcagctacg acggcgtcaa caagaacatc 
480 

gcgtctgtgg gcttccacga agacggccgc tggatgtaca cgggcggcga ggactgcaca 
540 

gccaggatct gggacctcag gtcccggaac ctgcagtgcc agcggatctt ccaggtgaac 
600 

gcacccatta actgcgtgtg cctgcacccc aaccaggcag agctcatcgt gggtgaccag 
660 

agcggggcta tccacatctg ggacttgaaa acagaccaca acgagcagct gatccctgag 
720 

cccgaggtct ccatcacgtc cgcccacatc gatcccgacg ccagctacat ggcagctgtc 
780 

aatagcaccg gaaactgcta tgtctggaat ctgacggggg gcattggtga cgaggtgacc 
640 

cagctcatcc ccaagactaa gatccctgcc cacacgcgct acgccctgca gtgtcgcttc 
900 

agccccgact ccacgctcct cgccacctgc tcggctgatc agacgtgcaa gatctggagg 
960 

acgtccaact tctccctgat gacggagctg agcatcaaga gcggcaaccc cggggagtcc 
1020 
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tcccgcggct ggatgtgggg ctgcgccttc tcgggggact cccagtacat cgtcactgct 
1080 

tcctcggaca acctggcccg gctctggtgt gtggagactg gagagatcaa gagagagtat 
1140 

ggcggccacc agaaggctgt tgtctgcctg gccttcaatg acagtgtgct gggctagcct 
1200 

gtgacccctc gggactgcct ggtgcaggtg gtggcagctg gagggaccca tgcagcaccc 
1260 

aggtcagagc agaccctccc ctgccggcct gcgccagctg gacctgatgg ccccctgtgg 
1320 

cgccttgacc tgctgggcca ggctgccctg ggactctcag cccccagttg cttatccaga 
1380 

tgtgacagag ctcgacccaa gccaggctgc acactcctgg actgggctag cctgcactgc 
1440 

ctgggaaagt cggccgaggg cccaaagctg ctgaggggtc tgaggctggt gcccaccccc 
1500 

aagctagtgt gttctctgcc cctccctgcc cgcgtttcag ggcctcggtc catagagaac 
1560 

accaccacca tggccaggtg gaagggttta ttagtccctg ccagcagctg tcctccctgg 
1620 

tgcaggtggc ctggccagcc cactggattg gggacgggcc aggctgggcc aggtcggggg 
1680 

ctcagtctgg gaggtaataa aagcagaccg acacgcagat gttgctcggg aagcagatgt 
1740 

cgatgcagag ataaatcagc cgctgtctcc ggggcccctc tgctcgccgg gcccagtaga 
1800 

tgggggtcct catgcacagg cgctgcacca aagcccccgc ctgggcggta gccacttacg 
1860 

aggctcccct gcactgccag cagctcctgg gtgtggtggg tgtcctggct ggggacccaa 
1920 

gcctcttgga ccttggaggt atccaccagc agccgcaggt ctcccgatca ctgtcctcca 
1980 

tcaggcggag gaagcagacc tggtgctcct cagggcggta acagatgcag ccgctctgcc 
2040 

cgtcgaacag 

2050 

<210> 2750 
<211> 332 
<212> PRT 

<213 > Homo sapiens 
<400> 2750 

Met Asn Thr Ser Pro Gly Thr Val Gly Ser Asp. Pro Val He Leu Ala 
1 • 5 10 15 

Thr Ala Gly Tyr Asp His Thr Val Arg Phe Trp Gin Ala His Ser Gly 
20 25 30 

lie Cys.Thr Arg Thr Val Gin His Gin Asp Ser Gin Val Asn Ala Leu 
35 40 45 

Glu Val Thr Pro Asp Arg Ser Met lie Ala Ala Ala Val Gin Pro Val 
50 55 60 
Ser Leu Gly Tyr Gin His lie Arg Met Tyr Asp Leu Asn Ser Asn Asn 

65 70 75 80 

Pro Asn Pro He lie Ser Tyr Asp Gly Val Asn Lys Asn lie Ala Ser 
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85 90 95 

Val Gly Phe His Glu Asp Gly Arg Trp Met Tyr Thr Gly Gly Glu Asp 

100 105 110 

Cys Thr Ala Arg lie Trp Asp Leu Arg Ser Arg Asn Leu Gin Cys Gin 

115 120 125 

Arg lie Phe Gin Val Asn Ala Pro lie Asn Cys Val Cys Leu His Pro 

130 135 140 

Asn Gin Ala Glu Leu He Val Gly Asp Gin Ser Gly Ala lie His lie 

145 150 155 160 

Trp Asp Leu Lys Thr Asp His Asn Glu Gin Leu lie Pro Glu Pro Glu 

165 170 175 

Val Ser lie Thr Ser Ala His lie Asp Pro Asp Ala Ser Tyr Met Ala 

180 185 190 

Ala Val Asn Ser Thr Gly Asn Cys Tyr Val Trp Asn Leu Thr Gly Gly 

195 200 205 

He Gly Asp Glu Val Thr Gin Leu lie Pro Lys Thr Lys lie Pro Ala 

210 215 220 

His Thr Arg Tyr Ala Leu Gin Cys Arg Phe Ser Pro Asp Ser Thr Leu 

225 230 235 240 

Leu Ala Thr Cys Ser Ala Asp Gin Thr Cys Lys lie Trp Arg Thr Ser 

245 250 255 

Asn Phe Ser Leu Met Thr Glu Leu Ser lie Lys Ser Gly Asn Pro Gly 

260 265 270 

Glu Ser Ser Arg Gly Trp Met Trp Gly Cys Ala Phe Ser Gly Asp Ser 

275 280 285 

Gin Tyr lie Val Thr Ala Ser Ser Asp Asn Leu Ala Arg Leu Trp Cys 

290 295 300 

Val Glu Thr Gly Glu He Lys Arg Glu Tyr Gly Gly His Gin Lys Ala 

305 310 315 320 

Val Val Cys Leu Ala Phe Asn Asp Ser Val Leu Gly 

325 330 

<210> 2751 
<211> 1877 
<212 > DNA 

<213> Homo sapiens 
<400> 2751 

nntcatgagc cagcacaact gctccaagga tggccccacc tcgcagccac gcctgcgcac 
60 

gctcccaccn ggccggagac agccaggagc gctcggacag ccccgagatc tgccattacg 
120 

agaagagctt tcacaagcac tcggccaccc ccaactacac gcactgtggc ctcttcgggg 
180 

acccacacct caggactttc accgaccgct tccagacctg caaggtgcag ggcgcctggc 
240 

cgctcatcga caataattac ctgaacgtgc aggtcaccaa cacgcctgtg ctgcccagct 
300 

cagcggccac tgccaccagc aagctcacca tcatcttcaa gaacttccag gagtgtgtgg 
360 

accagaaggt gtaccaggct gagatggacg agctcccggc cgccttcgtg gatggctcta 
420 

agaacggtgg ggacaagcac ggggccaaca gcctgaagat cactgagaag gtgtcaggcc 
480 


1988 



WO 00/58473 


PCT/US00/08621 


agcacgtgga gatccaggcc 
540 

gctacctgac ctttgccgtc 
600 

acagccaggg tctctacctc 
660 

aggccttcca caccaatgct 
720 

cacccacagc ccccgagacc 
780 

tgccggtgga ggacctgtac 
840 

tgaacttcac actggccgcc 
900 

aagacaaact gcacctgtat 
960 

tgcccctggc cccccggccc 
1020 

tgttctgcta gacgcgtaga 
1080 

tgtgtgggct gggaccgccc 
1140 

agaacgccag ggaccgcctg 
1200 

acgtgacaag gttgtggtga 
1260 

agagcagctc ccctcgcccc 
1320 

aagcccccca cccccaccag 
1380 

gcaatgcact gaaaggcccg 
1440 

gccacacgca cgcacacact 
1500 

acaccccagc cacacaggga 
1560 

gcgctgcttg gcaccttagc 
1620 

ggtgccttct ggcctgtggc 
1680 

caggtcccgg ttttcaggca 
1740 

ccaccctgtg cttagaaagt 
1800 

cttgacttct gttcctctcc 
1860 

ggccccaggg tgttggc 
1877 

<210> 2752 
<211> 87 
<2 12> PRT 

<213> Homo sapiens 


aagtacatcg gcaccaccat 
cgcatgccag aggaagtggt 
tgcctgcggg gctgccccct 
gagggcaccg gtgcccgcag 
ttcccatacg agacagccgt 
taccaggcct gcgtcttcga 
tactacgcgt tggaggatgt 
gagaggactc gggacctgcc 
ctcctgggcg ccctcgtccc 
tgtggaggga ggcgcgggct 
acggggtgca gatctcctgg 
ctgccaaggg ctcaggcatg 
ctggtgccgt gatgtttgac' 
gcccctgcag tgtgaatgtg 
agacacactg ggaaccgtca 
gccgactgct gctcgccgat 
cttacacgag agcacactcg 
ggcatccttg gggcttggcc 
agactgctgg aaccttttgg 
ctccctgccc atgttcacct 
cctgctcagc tgcccgtctc 
cgaagtgctt ggttctaaat 
ctcctgcaga tgcaagagct 


cgtggtgogc: caggtgggcc 
caatgctgtg gaggactggg 
caaccagcag atcgacttcc 
gctggcagcc gccagccctg 
ggccaagtgc aaggagaagc 
cctcctcacc acgggcgacg 
caagatgctc cactccaaca 
aggcagggcg gctgcggggc 
gctcctggcc ctgctccctg 
ccgtcctctc ggcttcccca 
cgtgtccacc atggccccgc 
gacccctccc cttctagtgc 
agtagagctg tgtgagaggg 
tgaaacatcc cctcaggctg 
gagtcagctc cttccccctc 
ccgtggggcc ccctgtgccc 
atccccctag gccagcgggg 
ccaggcaggg caaccccggg 
ccagtaggtc gtgcccgcct 
ggctgctgtg ggtaccagtg 
tggcctgggc cctgcccctt 
gtctaaacag agaagagatc 
cctggggcag gggtgcctgg 
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<400> 2752 

Xaa His Glu Pro Ala Gin Leu Leu Gin Gly Trp Pro His Leu Ala Ala 
15 10 15 

Thr Pro Ala His Ala Pro Thr Xaa Pro Glu Thr Ala Arg Ser Ala Arg 
20 25 30 

Thr Ala Pro Arg Ser Ala He Thr Arg Arg Ala Phe Thr Ser Thr Arg 
35 40 45 

Pro Pro Pro Thr Thr Arg Thr Val Ala Ser Ser Gly Thr His Thr Ser 
50 SS 60 

Gly Leu Ser Pro Thr Ala Ser Arg Pro Ala Arg Cys Arg Ala Pro Gly 


65 70 

Arg Ser Ser Thr lie lie Thr 
85 

<210> 2753 
<211> 2561 
<212 > DNA 
<213 > Homo sapiens 

<4 00> 2753 

nngccgtctt cagatgactt ctgtcggatg 
60 

gatgacccca ggctgttgaa gaacattgag 
120 

gagttcctca cccttctggc cgtgtgccac 
180 

atcatctacc aggcctcttc cccagatgaa 
240 

ggctttgtct tcacagccag aacaccattc 
300 

caaacatttg gaatccttaa tgtcctggaa 
360 

attgttcgaa ctccttcagg acgacttcgg 
420 

tttgagagac tttcaaaaga ctcaaaatat 
480 

tttgccacgg aaggcttgcg gactctctgt 
540 

gagtatgagg agtggctgaa agtctatcag 
600 

caacggttgg aagagtgtta cgagatcatt 
660 

gccatagaag atcgccttca agcaggagtt 
720 

gaaattaaaa tatgggtgtt gacaggagac 
780 

tcctgccgat tggtatcgca gaatatggcc 
840 

gccacaaggg cagccattac tcagcactgc 
900 

aatgacgtgg ccctcatcat cgatggccac 
960 

cggaggagtt tcctggattt ggcactctcg 
1020 


75 80 


cctcctccct gtagtgattc ctgtgacttt 
gatcgccatc ccacagcccc ttgcattcag 
acggttgttc ctgagaagga tggagataac 
gctgctttgg tgaaaggagc taaaaagctg 
tcagtcatca tagaagcgat gggacaggaa 
ttttctagtg acagaaaaag aatgtctgta 
ctttactgta aaggggctga taatgtgatt 
atggaggaaa cattatgcca tctggaatac 
gtggcttatg ctgatctctc tgagggcaat 
gaagccagca ccatattgaa ggacagagct 
gagaagaatt tgctgctact tggagccaca 
ccagaaacca tcgcaacact gttgaaggca 
aaacaagaaa ctgcgattaa tatagggtat 
cttatcctat tgaaggggga ctctttggat 
actgaccttg ggaatttgct gggcaaggaa 
accctgaagt acgcgctctc cttcgaagtc 
tgcaaagcgg tcatatgctg cagagtgtct 
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cctctgcaga agtctgagat 
1080 

gccatcggag acggcgccaa 
1140 

atcagtggga atgaaggcat 
1200 

tcctacttag agaagcttct 
1260 

tgcatcttgt actgcttcta 
1320 

tttgttaatg gattttctgg 
1380 

gtgattttca ccgctttgcc 
1440 

gagagcatgc tcaggtttcc 
1500 

acaaaggttt tctggggtca 
1560 

tttcccatga aagctctgga 
1620 

ttatttgttg gaaatattgt 
1680 

ttggagacca cagcttggac 
1740 

tggctggtgt tttttggcat 
1800 

atgagaggac aggcaactat 
1860 

gttcctactg cctgtttgat 
1920 

aagacattgc tggaggaggt 
1980 

gtgctgcggg atagcaatgg 
2040 

ggccggaaga cgcccccgac 
2100 

gggtatgctt tttctcaaga 
2160 

tatgacacca ccaaaaagaa 
2220 

taggaaagag attcagtttg 
2280 

cgtcagcagc caaaacacca 
2340 

ttacatattc cctcgcaaac 
2400 

aactcgtctg cagtgcttag 
2460 

ctctgtgagg tgtgaaatta 
2520 

aaaaaaaaaa aaaaaaaaaa 
2561 

< 210 > 2754 


agtggatgtg gtgaagaagc 
cgatgtcggg atgatccaga 
gcaggccacc aacaactcgg 
gttggttcat ggagcctgga 
taagaacgtg gtcctgtata 
gcagatttta tttgaacgtt 
gcccttcact ctgggaatct 
ccagctctac aaaatcaccc 
ctgcatcaac gccttggtcc 
gcatgatact gtgttgacaa 
ttacacatat gttgttgtta 
taaattcagt catctggctg 
ctactcgacc atctggccca 
ggtcctgagc tccgcacact 
tgaagatgtg gcatggagag 
gcaggagctg gaaaccaagt 
aaagaggctg aacgagcgcg 
gctgttccgg ggcagctccc 
agaacacgga gctgttagtc 
atccaggaag aaataagaca 
ttgcacccag tgttaacaca 
ggaaacacat ttctgtggcc 
ctggagtgca gaccacaggg 
cctaactttt gtttatgtcg 
aaaacattat gtttcaccaa 
aaaaaaaaaa aaaaaaaaaa 


gggtgaaggc catcaccctc 
cagcccacgt gggtgtggga 
attacgccat cgcacagttt 
gctacaaccg ggtgaccaag 
ttattgagct ttggttcgcc 
ggtgcatcgg cctgtacaat 
ttgagaggtc ttgcactcag 
agaatggcga aggcttcaac 
actccctcat cctcttctgg 
gtggtcatgc taccgactat 
ctgtttgtct gaaagctggt 
tctggggaag catgctgacc 
ccattcccat tgctccagat 
tctggttggg attatttctg 
cagccaagca cacctgcaaa 
ctcgagtcct gggaaaagcg 
accgcctgat caagaggctg 
tgcagcaggg cgtcccgcat 
aggaagaagt catccgtgct 
tgaattttcc tgactgatct 
tctttgtcag agaagactgg 
ttagccaagc agtttgttag 
gaagctatct ttgccctccc 
ttatgaagca ttcaactgtg 
taaaaaaaaa aaaaaaaaaa 
a 
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<2 11> 731 
<212> PRT 
<213> Homo sapiens 


<400> 2754 


Xaa 

Pro 

Ser 

Ser 

Asp 

Asp 

Phe 

Cys 

1 




5 




Ser 

Cys Asp 

Phe 

Asp Asp 

Pro 

Arg 




20 





His 

Pro 

Thr 

Ala 

Pro 

Cys 

lie 

Gin 



35 





40 

Cys 

His 

Thr 

Val 

Val 

Pro 

Glu 

Lys 


50 





55 


Ala 

Ser 

Ser 

Pro Asp 

Glu 

Ala 

Ala 

65 





70 



Gly Phe 

Val 

Phe 

Thr 

Ala 

Arg 

Thr 





85 




Met 

Gly Gin 

Glu 

Gin 

Thr 

Phe 

Gly 




100 





Ser 

Asp Arg 

Lys 

Arg 

Met 

Ser 

Val 



115 





120 

Leu 

Arg 

Leu 

Tyr 

Cys 

Lys 

Gly 

Ala 


130 





135 


Ser 

Lys 

Asp 

Ser 

Lys 

Tyr 

Met 

Glu 

145 





150 



Phe 

Ala 

Thr 

Glu Gly Leu 

Arg 

Thr 





165 




Ser 

Glu Gly 

Asn Glu Tyr 

Glu 

Glu 




180 





Ser 

Thr 

lie 

Leu 

Lys 

Asp 

Arg 

Ala 



195 





200 

He 

lie 

Glu 

Lys 

Asn 

Leu 

Leu 

Leu 


210 

» 




215 


Arg 

Leu 

Gin 

Ala 

Gly Val 

Pro 

Glu 

225 





230 



Glu 

lie 

Lys 

lie 

Trp 

Val 

Leu 

Thr 





245 




Asn 

lie Gly 

Tyr 

Ser 

Cys 

Arg 

Leu 




260 





Leu 

Leu 

Lys 

Gly Asp 

Ser 

Leu 

Asp 



275 





280 

His 

Cys 

Thr 

Asp 

Leu Gly 

Asn 

Leu 


290 





295 


Leu 

lie 

lie 

Asp 

Gly His 

Thr 

Leu 

305 





310 



Arg Arg 

Ser 

Phe 

Leu Asp 

Leu 

Ala 





325 




Cys 

Arg 

Val 

Ser 

Pro 

Leu 

Gin 

Lys 




340 





Lys 

Arg 

Val 

Lys 

Ala 

lie 

Thr 

Leu 



355 





360 

Val 

Gly Met 

lie 

Gin 

Thr 

Ala 

His 


370 





375 


Glu Gly Met 

Gin 

Ala 

Thr 

Asn 

Asn 


Arg 

Met 

Pro 

Pro 

Pro 

Cys 

Ser 

Asp 


10 





15 


Leu 

Leu 

Lys 

Asn 

lie 

Glu 

Asp 

Arg 

25 





30 



Glu 

Phe 

Leu 

Thr 

Leu 

Leu 

Ala 

Val 





45 




Asp 

Gly 

Asp 

Asn 

lie 

lie 

Tyr 

Gin 




60 





Leu 

Val 

Lys 

Gly 

Ala 

Lys 

Lys 

Leu 



75 





80 

Pro 

Phe 

Ser 

Val 

lie 

lie 

Glu 

Ala 


90 





95 


lie 

Leu 

Asn 

Val 

Leu 

Glu 

Phe 

Ser 

105 





110 



lie 

Val 

Arg 

Thr 

Pro 

Ser 

Gly 

Arg 





125 




Asp 

Asn 

Val 

lie 

Phe 

Glu 

Arg 

Leu 




140 





Glu 

Thr 

Leu 

Cys 

His 

Leu 

Glu 

Tyr 



155 





160 

Leu 

Cys 

Val 

Ala 

Tyr 

Ala Asp 

Leu 


170 





175 


Trp 

Leu 

Lys 

Val 

Tyr 

Gin 

Glu 

Ala 

185 





190 



Gin 

Arg 

Leu 

Glu 

Glu 

Cys 

Tyr 

Glu 





205 




Leu 

Gly 

Ala 

Thr 

Ala 

lie 

Glu 

Asp 




220 





Thr 

lie 

Ala 

Thr 

Leu 

Leu 

Lys 

Ala 



235 





240 

Gly 

Asp 

Lys 

Gin 

Glu 

Thr 

Ala 

lie 


250 





255 


Val 

Ser 

Gin 

Asn 

Met 

Ala 

Leu 

lie 

265 





270 



Ala 

Thr 

Arg 

Ala 

Ala 

lie 

Thr 

Gin 





285 




Leu 

Gly 

Lys 

Glu 

Asn 

Asp 

Val 

Ala 




300 





Lys 

Tyr 

Ala 

Leu 

Ser 

Phe 

Glu 

Val 


315 

V 




320 

Leu 

Ser 

Cys 

Lys 

Ala 

Val 

lie 

Cys 


330 





335 


Ser 

Glu 

lie 

Val 

Asp 

Val 

Val 

Lys 

345 





350 



Ala 

lie 

Gly 

Asp 

Gly 

Ala 

Asn 

Asp 





365 




Val 

Gly 

Val 

Gly 

lie 

Ser 

Gly 

Asn 




380 





Ser 

Asp 

Tyr 

Ala 

lie 

Ala 

Gin 

Phe 
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385 





3 90 




395 





400 

Ser 

Tyr 

Leu 

Glu 

Lys 

Leu 

Leu 

Leu 

Val His Gly 

Ala 

Trp 

Ser 

Tyr 

Asn 





405 




410 





415 


Arg 

Val 

Thr Lys 

Cys 

lie 

Leu 

Tyr 

Cys Phe 

Tyr 

Lys 

Asn 

Val 

Val 

Leu 



.420 





425 




430 



Tyr 

lie 

lie 

Glu 

Leu 

Trp 

Phe 

Ala 

Phe Val 

Asn 

Gly 

Phe 

Ser 

Gly 

Gin 


435 





440 




445 




He 

Leu 

Phe 

Glu 

Arg 

Trp 

Cys 

lie 

Gly Leu 

Tyr 

Asn 

Val 

lie 

Phe 

Thr 


450 





455 




460 





Ala 

Leu 

Pro 

Pro 

Phe 

Thr 

Leu 

Gly 

lie Phe 

Glu 

Arg 

Ser 

Cys 

Thr 

Gin 

465 





470 




475 





480 

Glu 

Ser 

Met 

Leu 

Arg 

Phe 

Pro 

Gin 

Leu Tyr 

Lys 

lie 

Thr 

Gin 

Asn 

Gly 





485 




490 





495 


Glu 

Gly 

Phe 

Asn 

Thr Lys 

Val 

Phe 

Trp Gly His 

Cys 

lie 

Asn 

Ala 

Leu 




500 





505 




510 



Val 

His 

Ser 

Leu 

lie 

Leu 

Phe 

Trp 

Phe Pro 

Met 

Lys 

Ala 

Leu 

Glu 

His 



515 





520 




525 




Asp 

Thr 

Val 

Leu 

Thr 

Ser Gly 

His 

Ala Thr 

Asp 

Tyr 

Leu 

Phe 

Val 

Gly 


530 





535 




540 





Asn 

lie 

Val 

Tyr 

Thr 

Tyr 

Val 

Val 

Val Thr 

Val 

Cys 

Leu 

Lys 

Ala 

Gly 

545 





550 




555 





560 

Leu 

Glu 

Thr 

Thr 

Ala 

Trp 

Thr 

Lys 

Phe Ser 

His 

Leu 

Ala 

Val 

Trp 

Gly 





565 




570 





575 


Ser 

Met 

Leu 

Thr 

Trp 

Leu 

Val 

Phe 

Phe Gly 

lie 

Tyr 

Ser 

Thr 

lie 

Trp 




580 





585 




590 



Pro 

Thr 

lie 

Pro 

lie 

Ala 

Pro 

Asp 

Met Arg Gly 

Gin 

Ala 

Thr 

Met 

Val 



595 





600 




605 




Leu 

Ser 

Ser 

Ala 

His 

Phe 

Trp 

Leu 

Gly Leu 

Phe 

Leu 

val 

Pro 

Thr 

Ala 


610 





615 




620 





Cys 

Leu 

lie 

Glu Asp 

Val 

Ala 

Trp 

Arg Ala 

Ala 

Lys 

His 

Thr 

Cys 

Lys 

625 





630 




635 





640 

Lys 

Thr 

Leu 

Leu 

Glu 

Glu 

Val 

Gin 

Glu Leu 

Glu 

Thr 

Lys 

Ser 

Arg 

Val 




645 




650 





655 


Leu 

Gly 

Lys 

Ala 

Val 

Leu Arg 

Asp 

Ser Asn Gly 

Lys 

Arg 

Leu 

Asn 

Glu 




660 





665 




670 



Arg 

Asp 

Arg 

Leu 

lie 

Lys 

Arg 

Leu 

Gly Arg 

Lys 

Thr 

Pro 

Pro 

Thr 

Leu 



675 





680 




685 




Phe 

Arg 

Gly 

Ser 

Ser 

Leu 

Gin 

Gin 

Gly val 

Pro 

His 

Gly 

Tyr 

Ala 

Phe 


690 





695 




700 





Ser 

Gin 

Glu 

Glu 

His 

Gly Ala 

Val 

Ser Gin 

Glu 

Glu 

Val 

lie 

Arg 

Ala 

705 





710 




715 





720 

Tyr 

Asp 

Thr 

Thr 

Lys 

Lys 

Lys 

Ser 

Arg Lys 

Lys 







725 730 

<210> 2755 
<211> 4795 
<212> DNA 

<213> Homo sapiens 
<400> 2755 

attcggtcat atagagatgt catgaagttg tgtgctgctc atctccctac tgaatcagat 
60 

gcaccaaatc attatcaggc agtatgtcgt gcactgtttg cagaaacaat ggagctccat 
120 
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acatttctga ccaaaattaa 
X80 

aagagcgatg aatctagcac 
240 

tgggtacagg tgatgaggga 
300 

cagtacaacc ctttgcccat 
360 

attcgctgca aaagatacac 
420 

ttaaaaaaga gtgctcatga 
480 

ccagtctcag ccagaaaact 
540 

atattagaag aaattaaagc 
600 

cgtagcagat tagatgtgac 
660 

gtgaatggag gtttgacatc 
720 

cctgcacagc ggaagaagct 
780 

tctgaggaag aaacgctgca 
840 

gaagagccag tcctggaggc 
900 

tcatcaacac cccagccaga 
960 

gaaacgccta ctaacgtgag 
1020 

gaggaattct gctacccagt 
1080 

cgccaggtcc tggtgaaggc 
1140 

gccttgaaaa aaggaaagct 
1200 

tggtcttata cctgtcagtt 
1260 

cggctgccct ccaaaccata 
1320 

caaagagggg aaagtagtat 
1380 

cggagcattg ccaggttctc 
1440 

cagtttccca aagagttgat 
1500 

aagttcattt cggaaatcat 
1560 

gcccgattga aaaggaaaac 
1620 

tgcccttcag agaggacgat 
1680 

ctacgagtca gcgtccgtgc 
1740 


gagtgcgaaa gagaatctta 
agacttggaa gagctgaaaa 
tttgaggaat ggggtaaaac 
tgaatatcag ctcacccctt 
cttgcgaaaa gtgatggtga 
aatcatcctc gacttcatca 
gaaaccaact ccaccacggc 
agaaagaaag ctgcggcctg 
tacccctgaa tctacaaaga 
acaaacaaaa gaaaacgggt 
cctcagagcc ccaactctgg 
caagtcgacc agcagcagca 
cgtgtccaca aggaagaagc 
gagacggcag ccaccccaga 
gcagttcctg ccgccttcca 
ggaatgcctc gctcttactg 
agagctggaa aaataccaac 
ctgcttttgt tgccgaacca 
ctgtaagagg ccggtgtgct 
ctccactctt cctatctttt 
gaggtcagaa aaaccctcca 
ctcaaaatct aagtctatgg 
ggaggactgg agcaccatgg 
cagttcaagc cggcgcagtc 
gcagtctttc tacatgtcct 
cagtgagatc tgagcctcgt 
gcgaggacac tgagccgggc 


agaagattca agaaatggaa 
acgctgactg ggcacgattc 
ttaagaaggt ccaagagcgg 
atgagatgtt aatggatgac 
atggtgatat tccccctcgg 
gatccagacc tcctttaaat 
cacggagcct ccatgaaaga 
tatcaccaga ggagattaga 
atcttgtgga gtcatctatg 
taagtacctc acagcaggtg 
ccgaactgga cagctctgag 
gcgtgtctcc ctctttccct 
ctccaaaatt cctgcccata 
gacgacattc cattgaaaag 
ggcagagttc ccgctctctt 
tggaagaagt gatgcatatt 
agtataaaga catctacacc 
ggaggttttc cttcttcact 
cacagtgttg caaaaagatg 
cattgggacc ttctgctctg 
ctgcccatca tcggccactt 
acaaatcaga tgaagaactc 
aggtgtgtgt ggactgcaag 
tggtgttggc: caacaaaagg 
cgccaggccc ctcggagtac 
gcctttcagc tgcttttgtg 
tggctctcct ttctgtggtt 
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ttatttaatg ggcttgaatt 
1800 

gactgaatgc tgtgttcgta 
1860 

gcactgagag aggacaacag 
1920 

gtagctactt ccttagttca 
1980 

aaaaaaaaag cttctcctac 
2040 

taagcagtaa gtcatattgg 
2100 

atccagagcc ctacactcca 
2160 

tgacactctt caactgattt 
2220 

tttttgcctg cattctagtg 
2280 

ttcccctgag tggccgtgtt 
2340 

ggtcttcatt ctctatcttg 
24 00 

agaattaaag ttgtgtggga 
2460 

gagcgtattt tggttaccta 
2520 

acgctgcaga aatgagctgg 
2580 

tacatccatc ttgagtaaat 
2640 

atttttataa atgaatttta 
2700 

taacctgctg acaggcaaca 
2760 

tttgagtgag taggtttggt 
2820 

aaatgtctca gtgtgtttgg 
2880 

aaatgactaa ccaatcaaat 
2940 

ataatttcct gaaagccata 
3000 

gaaaggcatg gcggctgcat 
3060 

ttaacagtaa tacctcaaaa 
3120 

ttagtaaaag gcttaaaatt 
3180 

aatgcatgtt aacagttggt 
3240 

ttgattactt aagtgtttac 
3300 

actgggtgaa tctcatttat 
3360 


tgcattagat cagatttttg 
tcgattgatg aaacgtgaca 
tttgaaactt acttttgtgt 
gttctttact gttcctcgaa 
gagaatcagt ctaacagaga 
catttccacg tgactgtgtt 
cgacctgggg gctcacagca 
ttaaatgttg ttgcttggag 
caaaacatct gaagagctgt 
gtcccagtgc cctggttcag 
aatgtattat ggttactaat 
gtttcaggac aaaggaaggc 
tgagaagggt tgtgacagtg 
agctcatggg ttttcagcta 
taagccacaa tttggtacct 
aaagaaaaaa tatctacttc 
tttttggggt gctttctgca 
ttctgacgaa agtagactgg 
ctcatacgtg ggctatactt 
tgtcattaat gtttggaaaa 
ggacatgtct gtagtcagca 
ttcataccac atcaaaatac 
ctgctccggt agtagttttt 
acttatactt atgaaataaa 
ctgtatttgc atgtaaaagt 
attattttaa agactcctgt 
aaaacttcct aagagactat 


ccgcatcaca ttgttccaca 
ggtccgccaa ttgctcgttt 
gtgtgtggct ttggaagcca 
taatctcctg actaaggcaa 
tgccgatgtc agcacagccc 
tctatcccgt gtacagagag 
cagaacctag aagcacctgc 
ataaaaatta cataagggac 
acacccacaa gggtgactat 
tgtctcctga gtggatgaca 
agttttataa tggaggtcta 
taaaagtttg tcaagacgtt 
tacagtggca gctgttggcc 
catttttcat aactttgtag 
agggtctcaa actaaaattt 
ttttaaagtt agaagaaaat 
ctagttttcc ttgtaaacga 
agggtagcat tgtatgcctc 
tattattttg gtatgcttac 
tctgttaatg cacatgcaca 
ccacgatagc accgtttcat 
agtaacattt ctatactaaa 
aatggattga aatttacagt 
ctttaccagt tgactaaaat 
gggccaccag agaaccctta 
ttaagagctt tcagaattgt 
ctgaactcta tactccagac 
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agttaggtgg gagtataaat 
3420 

actacccaga agggcacaag 
3480 

cctaggagaa tgtgtttttt 
3540 

cacccccaaa ataagacttt 
3600 

acttcacttt atgatagtgt 
3660 

acagaacata cattcttcaa 
3720 

gtggagggta cgttcatatg 
3780 

acagttaaag ttgtagaaat 
3840 

atttaacccc cctttctacc 
3900 

agggtaattc actaagagct 
3960 

taggcatagc ttccagttct 
4020 

atccaacaac aaaagaaatg 
4080 

tgtgtgcgta tctgaaccat 
4140 

cggttccttt tgtcccatac 
4200 

ccatggctta actccctgtc 
4260 

tatttattaa tatttgaaag 
4320 

caagtgaaaa tgaatgattg 
4380 

aaggatttca aatgaaacca 
4440 

aaagagattc tgttattagc 
4500 

ttctaactat attactgtag 
4560 

tgctgtttgc taaagcaaaa 
4620 

tagagaaatg tgtactactg 
4680 

ggtattgctg gcattcaggg 
4740 

ttttaaaatt tagagaaaaa 
4795 

<210> 2756 
<211> 550 
<212> PRT 

<213 > Homo sapiens 


ctaccccttt tgatgacccc 
ggggaaggaa atggtatttg 
aaaataatga ctactgtttt 
cattcacatt cacaaagcaa 
attggatgat ttgggcatta 
cagcattaac ggagtttgcc 
aaacaatctg cagaaagtgg 
caaattacta tcattttttg 
accccccctc cacacttcac 
tgtggagctt ggttttaaaa 
tccttccttg tcctggtttc 
tctggctggt ctcagctaga 
catccctgct ctcatctcag 
gtcatgaagt cacactattg 
agtgtcggag tgtataagaa 
gcattcattc agtggacagt 
acgtacgttg atttaacaat 
gaaggtggtt atgtaagagg 
accatgaact cgtactatga 
gactggatat taggtgtcat 
tagcagaaaa ttttgtatat 
acggggcttt tactaggctt 
tgacatgatg gtactaaatg 
taaaatggct ttccatgcag 


aggcttgagt 

ttttaaaatg 

tatatgtata 

taaatatgca 

tattaaaaca 

taagaaacta 

acatctagta 

catgtctttc 

cgatcacctc 

ttaccacagc 

aagtgcatta 

aagaggtcac 

ggtaagaaag 

ggcacatggc 

ttgccaaaac 

aaagtcttac 

gtcagctaca 

tagtttccac 

tccttagcct 

ggtctgactt 

ttgttcagct 

tttacttcta 

gtctgatgtg 

tcttagagca 

ctccctccag 

gcctgagcac 

ggaaacctgt 

gcttccctct 

tgcttgtaaa 

tactgtaata 

gggaattaac 

tctcccaagg 

cttactagat 

tttaattctt 

cttaaaatga 

tcttatgttt 

aatttttaag 

ccttttattt 

ataggaaaca 

caaaagttat 

gcaaaactgt 

tgaaggacca 

cctgcgtgtg 

taaaagtcga 

ttttccatta 

aagtcttcta 

aaaaaaaaaa 

aaaaa 
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<400 > 2756 


He 

1 

Arg 

Ser 

Tyr 

Thr 

Glu 

Ser 

Asp 

20 

Phe 

Ala 

Glu 

35 

Thr 

Ala 

Lys 

50 

Glu 

Asn 

Ser 

65 

Ser 

Thr 

Asp 

Trp 

Val 

Gin 

Val 

Val 

Gin 

Glu 

Arg 

100 

Pro 

Tyr 

Glu 

115 

Met 

Arg 

Lys 

130 

Val 

Met 

Ala 

145 

His 

Glu 

lie 

Pro 

Val 

Ser 

Ala 

Leu 

His 

Glu 

Arg 

180 

Pro 

Val 

Ser 

195 

Pro 

Pro 

Glu 

210 

Ser 

Thr 

Leu 

225 

Thr 

Ser 

Gin 

Pro 

Ala 

Gin 

Arg 

Asp 

Ser 

Ser 

Glu 

260 

Ser 

Ser 

Val 

275 

Ser 

Ser 

Thr 

290 

Arg 

Lys 

Gin 

305 

Pro 

Glu 

Arg 

Glu 

Thr 

Pro 

Thr 

Ser 

Arg 

Ser 

Leu 

340 

Thr 

Val 

Glu 

355 

Glu 

Leu 

Glu 

370 

Lys 

Tyr 

Gly 

385 

Lys 

Leu 

Cys 

Trp 

Ser 

Tyr 

Thr 

Cys 

Lys 

Lys 

Met 


Arg 

Asp 

Val 

Met 

5 

Ala 

Pro 

Asn 

His 

Met 

Glu 

Leu 

His 

Leu 

Lys 

Lys 

40 

lie 

Leu 

Glu 

55 

Glu 

Leu 

Met 

70 

Arg 

Asp 

Leu 

85 

Gin 

Tyr 

Asn 

Pro 

Leu 

Met 

Asp 

Asp 

Val 

Asn 

Gly 

120 

Asp 

lie 

Leu 

135 

Asp 

Phe 

Arg 

150 

Lys 

Leu 

Lys 

165 

lie 

Leu 

Glu 

Glu 

Glu 

Glu 

lie 

Arg 

Lys 

Asn 

Leu 

200 

Val 

Thr 

Lys 

215 

Glu 

Asn 

Lys 

230 

Lys 

Leu 

Leu 

245 

Ser 

Glu 

Glu 

Glu 

Pro 

Ser 

Phe 

Pro 

Lys 

Pro 

Pro 

280 

Lys 

Arg 

Gin 

295 

Pro 

Pro 

Asn 

310 

Val 

Arg 

Gin 

325 

Glu 

Glu 

Phe 

Cys 

Val 

Met 

His 

lie 

Gin 

Gin 

Tyr 

360 

Lys 

Phe 

Cys 

375 

Cys 

Arg 

Cys 

390 

Gin 

Phe 

Cys 

405 

Arg 

Leu 

Pro 

Ser 


Lys 

Leu 

10 

Cys 

Ala 

Tyr 

25 

Gin 

Ala 

Val 

Thr 

Phe 

Leu 

Thr 

Gin 

Glu 

Met 

Glu 

60 

Lys 

Asn 

Ala 

75 

Asp 

Arg 

Asn 

90 

Gly Val 

Leu 

105 

Pro 

lie 

Glu 

lie 

Arg 

Cys 

Lys 

lie 

Pro 

Pro 

Arg 

140 

lie 

Arg 

Ser 

155 

Arg 

Pro 

Thr 

170 

Pro 

Pro 

lie 

185 

Lys 

Ala 

Glu 

Arg 

Ser 

Arg 

Leu 

Glu 

Ser 

Ser 

Met 

220 

Gly 

Leu 

Ser 

235 

Thr 

Arg 

Ala 

250 

Pro 

Thr 

Thr 

265 

Leu 

His 

Lys 

Glu 

Glu 

Pro 

Val 

Phe 

Leu 

Pro 

lie 

300 

Gin 

Arg 

Arg 

315 

His 

Phe 

Leu 

330 

Pro 

Pro 

Tyr 

345 

Pro 

Val 

Glu 

Arg 

Gin 

Val 

Leu 

Asp 

lie 

Tyr 

Thr 

380 

Thr 

Arg Arg 
395 

Phe 

Lys 

Arg 

410 

Pro 

Val 

Lys 

Pro Tyr 

Ser 


Ala 

His 

Leu 

15 

Pro 

Cys 

Arg 

30 

Ala 

Leu 

Lys 

45 

lie 

Lys 

Ser 

Lys 

Ser 

Asp Glu 

Trp 

Ala 

Arg 

Phe 

80 

Lys 

Leu 

Lys 

95 

Lys 

Tyr 

Gin 

110 

Leu 

Thr 

Arg 

125 

Tyr 

Thr 

Leu 

Leu 

Lys 

Lys 

Ser 

Pro 

Pro 

Leu 

Asn 

160 

Arg 

Pro 

Arg 

175 

Ser 

Arg 

Lys 

190 

Leu 

Arg 

Asp 

205 

Val 

Thr 

Thr 

Val 

Asn 

Gly 

Gly 

Ser 

Gin 

Gin 

Val 

240 

Leu 

Ala 

Glu 

255 

Leu 

Ser 

Thr 

270 

Ser 

Ser 

Leu 

285 

Glu 

Ala 

Val 

Ser 

Ser 

Thr 

Pro 

Ser 

lie 

Glu 

Lys 

320 

Ser 

Arg 

Gin 

335 

Ser 

Cys 

Leu 

350 

Ala 

Leu 

Val 

365 

Lys 

Ala 

Glu 

Ala 

Leu 

Lys 

Lys 

Ser 

Phe 

Phe 

Thr 

400 

Cys 

Ser 

Gin 

415 

Cys 

Thr 

Leu 

Pro 

lie 
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420 425 430 

Phe Ser Leu Gly Pro Ser Ala Leu Gin Arg Gly Glu Ser Ser Met Arg 
435 440 445 

Ser Glu Lys Pro Ser Thr Ala His His Arg Pro Leu Arg Ser He Ala 
450 455 460 

Arg Phe Ser Ser Lys Ser Lys Ser Met Asp Lys Ser Asp Glu Glu Leu 

465 470 475 480 

Gin Phe Pro Lys Glu Leu Met Glu Asp Trp Ser Thr Met Glu Val Cys 

485 490 495 

Val Asp Cys Lys Lys Phe lie Ser Glu lie lie Ser Ser Ser Arg Arg 
500 505 510 

Ser Leu Val Leu Ala Asn Lys Arg Ala Arg Leu Lys Arg Lys Thr Gin 
515 520 525 

Ser Phe Tyr Met Ser Ser Pro Gly Pro Ser Glu Tyr Cys Pro Ser Glu 
530 535 540 

Arg Thr lie Ser Glu lie 
545 550 

<210> 2757 
<211> 449 
<212> DNA 

<213 > Homo sapiens 
<400> 2757 

ggcagcggca gggacttttc acttaggaga tcagcatttg ccctgatgga aactgggcga 
60 

tcctgcaggg actgacctct gagttatcca aaggccgacc tggggaaaga ctgattttga 
120 

ggttttaata gttttcagat gcttcaagtg ttgtgaacag agacttgttt ggattatgca 
180 

tttctcagct agactaaata aatgctagca atggatacgt gcaaacatgt tgggcagctg 
240 

cagcttgctc aagaccatt c cagcctcaac cctcagaaat ggcactgtgt ggactgcaac 
300 

acgaccgagt ccatttgggc ttgccttagc tgctcccatg ttgcctgtgg aagatatatt 
360 

gaagagcatg cactcaagca ctttcaagaa agcagtcatc ctgttgcatt ggaggtgaat 
420 

gagatgtacg ttttttgtta cctttgtga 
449 

<210> 2758 
<211> 82 
<212> PRT 

<213> Homo sapiens 
<400> 2758 

Met Leu Ala Met Asp Thr Cys Lys His Val Gly Gin Leu Gin Leu Ala 
15 10 15 

Gin Asp His Ser Ser Leu Asn Pro Gin Lys Trp His Cys Val Asp Cys 
20 25 30 

Asn Thr Thr Glu Ser lie Trp Ala Cys Leu Ser Cys Ser His Val Ala 
35 40 45 

Cys Gly Arg Tyr lie Glu Glu His Ala. Leu Lys His Phe Gin Glu Ser 
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50 55 60 

Ser His Pro Val Ala Leu Glu Val Asn Glu Met Tyr Val Phe Cys Tyr 
65 70 75 80 

Leu Cys 


<210> 2759 
< 211 > 688 
<212 > DNA 

<213 > Homo sapiens 
<400> 2759 

taccgaagtc ctttccgccc caggccacgc cagcagccta ccacagaagg tggggatggt 
60 

gagaccaagc ccagccaagg tcccgctgat ggttcccggc ctgagcccca gcgcccacga 
120 

aaccgcccct acttccagcg gagacggcag caggcccctg gcccccagca ggcccctggc 
180 

ccccggcagc ccgcagcccc tgagacctca gcccctgtca acagtgggga ccccaccacc 
240 

accatcctgg agtgattcca actcaactca aaggacaccc agagctgcca tctggtatct 
300 

gccagttttt ccaaatgacc tgtaccctac ccagtaccct gctccccctt tcccataatt 
360 

catgacatca aaacatcagc ttttcacctt ttccttgaga ctcaggaggg ccaaagcaac 
420 

agcctttggc ttttttctct ttttcttccc tctcccctag catgggttga aggaagggag 
480 

ccatccttac tgttcagaga cagcaactcc ctcccgtaac tcaggctgag aaggaaccag 
540 

ccagctctta cctcctcctg gttgcttttc ttgcccccac cccaagttta tttttgtttt 
600 

cccccggccc cctacctctg aagccatttt atgatctgtc atgtgccacc tgagcctcca 
660 

gtaaaaacaa aaacaggaaa aaaaaaaa 
688 

<210> 2760 
<211> 84 
<212 > PRT 

<213 > Homo sapiens 


<400 > 2760 


Tyr Arg 

Ser 

Pro 

Phe 

Arg 

Pro 

Arg 

Pro 

Arg 

Gin 

Gin 

Pro 

Thr Thr 

Glu 

1 



5 





10 




15 


Gly Gly 

Asp 

Gly 

Glu 

Thr 

Lys 

Pro 

Ser 

Gin 

Gly 

Pro 

Ala 

Asp Gly 

Ser 



20 





25 





30 


Arg Pro 

Glu 

Pro 

Gin 

Arg 

Pro 

Arg 

Asn 

Arg 

Pro 

Tyr 

Phe 

Gin Arg 

Arg 


35 





40 





45 



Arg Gin 

Gin 

Ala 

Pro 

Gly 

Pro 

Gin 

Gin 

Ala 

Pro Gly 

Pro 

Arg Gin 

Pro 

50 





55 





60 




Ala Ala 

Pro 

Glu 

Thr 

Ser 

Ala 

Pro 

Val 

Asn 

Ser 

Gly 

Asp 

Pro Thr 

Thr 

65 




70 





75 




80 

Thr He 

Leu 

Glu 







- 
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< 2 1 0 > 2761 
<21 1> 922 
<212> DNA 

<213 > Homo sapiens 
<400> 2761 

acgcgtgaag ggccacaggt atctgaaaat ttgcagaaaa cagaattaag tgatggaaaa 
60 

agtattgaac cagggggaat agacattacc cttagtagtt ctctttccca ggcgggtgat 
120 

cccataactg agggcaataa agagccagat aagacctggg tgaaaaaggg agagcccctc 
180 

ccggtaaaac tgaactcttc tacagaagca aatgtgatta aagaggctct agactcctct 
240 

ttggaatcta ctctggacaa cagctgtcaa ggtgcacaaa tggataataa atctgaagtt 
300 

cagttgtggc tgttaaagag aattcaggta cccattgaag atatacttcc ttcaaaagaa 
360 

gaaaaaagca agaccccacc catgttcctg tgcatcaaag tgggaaaacc aatgagaaaa 
420 

tcctttgcca ctcacactgc agccatggtc cagcagtacg gcaaacggag aaagcagcca 
480 

gagtactggt ttgctgttcc tcgggagagg gtggatcatt tgtacacatt ctttgttcag 
540 

tggtctcccg atgtctatgg aaaagatgcc aaagagcaag gctttgtggt ggtggagaag 
600 

gaagaactga acatgattga caacttcttc agtgagccaa caaccaagag ctgggagatc 
660 

atcactgttg aagaggcaaa gcgcaggaag agcacatgca gctactatga agacgaggac 
720 

gaagaggtgc tgcctgtcct ccggcccccc agggcgttct gggagaataa gcccctgaac 
780 

cgctgggccc gcccctttcc tgcaagggtg caagggtatc catggagact ggcctatagc 
840 

acgttagagc acgggaccag cttaaagacg ctctaccgga aatcggcatc actagacagt 
900 

cctgtcctat tggtcatcaa ag 


<210> 2762 
<211> 307 
<212> PRT 

<213 > Homo sapiens 
< 4 0 0 > 2762 

Thr Arg Glu Gly Pro Gin Val Ser Glu Asn Leu Gin Lys Thr Glu Leu 
1 5 10 15 

Ser Asp Gly Lys Ser He Glu Pro Gly Gly lie Asp lie Thr Leu Ser 
20 25 30 

Ser Ser Leu Ser Gin Ala Gly Asp Pro lie Thr Glu Gly Asn Lys Glu 
35 40 45 

Pro Asp Lys Thr Trp Val Lys Lys Gly Glu Pro Leu Pro Val Lys Leu 
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50 





55 





60 





Asn 

Ser 

Ser 

Thr 

Glu 

Ala 

Asn 

Val 

lie 

Lys 

Glu 

Ala 

Leu 

Asp Ser 

Ser 

65 





70 





75 





80 

Leu 

Glu 

Ser 

Thr 

Leu 

Asp 

Asn 

Ser 

Cys 

Gin 

Gly Ala 

Gin 

Met 

Asp Asn 





85 





90 





95 


Lys 

Ser 

Glu 

Val 

Gin 

Leu 

Trp 

Leu 

Leu 

Lys 

Arg 

lie 

Gin 

Val 

Pro 

lie 




100 





105 





110 



Glu Asp 

He 

Leu 

Pro 

Ser 

Lys 

Glu 

Glu 

Lys 

Ser 

Lys 

Thr 

Pro 

Pro 

Met 



115 





120 





125 




Phe 

Leu 

Cys 

lie 

Lys 

Val 

Gly 

Lys 

Pro 

Met 

Arg 

Lys 

Ser 

Phe 

Ala 

Thr 


130 





135 





140 





His 

Thr 

Ala 

Ala 

Met 

Val 

Gin 

Gin 

Tyr 

Gly 

Lys 

Arg 

Arg 

Lys Gin 

Pro 

145 





150 





155 





160 

Glu 

Tyr 

Trp 

Phe 

Ala 

Val 

Pro 

Arg 

Glu 

Arg 

Val 

Asp 

His 

Leu Tyr 

Thr 





165 





170 





175 


Phe 

Phe 

Val 

Gin 

Trp 

Ser 

Pro 

Asp 

Val 

Tyr 

Gly Lys 

Asp 

Ala Lys 

Glu 




180 





185 





190 



Gin Gly 

Phe 

Val 

Val 

Val 

Glu 

Lys 

Glu 

Glu 

Leu 

Asn 

Met 

lie 

Asp 

Asn 



195 





200 





205 




Phe 

Phe 

Ser 

Glu 

Pro 

Thr 

Thr 

Lys 

Ser 

Trp 

Glu 

lie 

lie 

Thr 

Val 

Glu 


210 





215 





220 





Glu 

Ala 

Lys 

Arg 

Arg 

Lys 

Ser 

Thr 

Cys 

Ser 

Tyr 

Tyr 

Glu Asp 

Glu Asp 

225 





230 





235 





240 

Glu 

Glu 

Val 

Leu 

Pro 

Val 

Leu 

Arg 

Pro 

Pro 

Arg 

Ala 

Phe 

Trp 

Glu 

Asn 





245 





250 





255 


Lys 

Pro 

Leu 

Asn 

Arg 

Trp 

Ala 

Arg 

Pro 

Phe 

Pro 

Ala 

Arg 

Val 

Gin Gly 




260 





265 





270 



Tyr 

Pro 

Trp 

Arg 

Leu 

Ala 

Tyr 

Ser 

Thr 

Leu 

Glu 

His 

Gly Thr 

Ser 

Leu 



275 





280 





285 




Lys 

Thr 

Leu 

Tyr 

Arg 

Lys 

Ser 

Ala 

Ser 

Leu 

Asp 

Ser 

Pro 

Val 

Leu 

Leu 


290 





295 





300 





Val 

lie 

Lys 















305 

<210> 2763 

< 211 > 2210 

<212> DNA 

<213 > Homo sapiens 

<4 00> 2763 

gtgttttttt ttgtgcaaag aaagcttttt atttgagaac acctagatac ttttggaaat 
60 

gttcttgttg gatcacaaac aacctaattg acagtctatc gccaacatcc acaaacacag 
120 

caaacagtcc agtcctgcag accacacagg gtacatctag agggttctac ttgcatcacc 
180 

cacacttcca ctcctgtgaa acaactgtct tgggcatgag aagggccagg ataggccagg 
240 

tgaatggcag gctgcccaac aaccccaatc ccaaaccaac ctcccaggcc atgggcccaa 
300 

gtccctgcag gaagatgcta ataggtacaa caggtagaac atgtagacac aaacatctag 
360 

tttatttttt ctgactgtaa ccaaagtcag caaaagaaac aacaaaactt cagtgcccta 
420 
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gaaatcctcc tggattcaat 
460 

tatgaaatca ccttataatc 
540 

tctttaatag ctacaccaca 
600 

tccaagagca tcaggttaga 
660 

cacgacatca ttcataaata 
720 

aggactggag ggcgattttg 
780 

ttctcacttt ggttgggagt 
840 

aaatcaatca ctgcctttag 
900 

tctgtgagct gtattcgcat 
960 

tactctccaa tgggtaatat 
1020 

caaacttctg gtacagtagc 
1080 

tgcccatgca ggtctgaatc 
1140 

attcagggtg gacgaacaga 
1200 

tgaagccaaa ggcaatgatg 
1260 

gcagacactc agacaggtca 
1320 

ttgggatgtg atttggccgc 
1380 

agtgagggtc gctcctgtgc 
1440 

gctttgtttc ataatcacgc 
1500 

caatactctg gtccacagcc 
1560 

tctggtgtcg aaatcccttc 
1620 

agtcctgaca ggtggttctg 
1680 

ctttggctcc ataaatcccg 
1740 

caaaaagtgg taatccccta 
1800 

tccgagcttc cggagtcatg 
1860 

gcttttcctc gtagatgctc 
1920 

ccagctgagg cttcctcttt 
1980 

cttcactgtc aatatccatc 
2040 


gacaacacat caatggccgg 
tctcatcatc ccaggacagt 
ttttctcatc ctttaagtta 
tgctctttca ctcttacaaa 
actgtggagt ctgggatgct 
ctaaagggct gctcactgct 
ttgaaggacc atgtaatcac 
atctccacaa agacctgttc 
cagcgccgga gcctcagaaa 
ttatcataga aatctaatac 
atagcggggt tgcttgctga 
agatgataga tcatgaaagt 
aatgaaatgt aagcttcatt 
acttttttat aaagaacaac 
atgccaggcc aaaaaaactc 
acataacagt aatcgagagg 
aggtgggaac gaatctgtga 
ctgatataag gtttcaagat 
atatcttctg atcctaccaa 
ctggacggca aggaagtctg 
tacgtggctt gtccagctgg 
tcaactaaca aaagagcagc 
tcccttttcg cttgtctgac 
gcaacagcac cgggacaagc 
acgggagtat acctgggctc 
tctctagccc ttgtttgcaa 
ctgtcgggtt tctcctcctc 


gcacagggtt ggattccttt 
gccttttggg actgcatgaa 
tgacagacag gttatctctc 
ctgtcaggtg gagggagaat 
ggctgaaggc atctccagga 
catttcactg catgccgctt 
agagattaga gctccctgtg 
tccaatagca catgcgtttc 
gaatgcgtgt ttacactctg 
atattcttca gtcttgaatc 
gacgtgaagg gttacgtcct 
tgcaatccct gctcttctcc 
gtatttcaca tcaggaacca 
aacactgaag tctgggtact 
ctgacacatg gagttgatcg 
tgcgtcgggc tccggcgtcc 
caggagctgc agtttgggtg 
ccgagaggta taagggctga 
gcgatacaaa aacttggtgg 
gtatcggtca aggattctga 
aagtctggaa attcctcctt 
attaacaact tgatccaagt 
aatcagtttg cgtttcagtc 
ttccagcctc ttgagcagca 
tttcggcttt gtgtccttct 
agatgtgttt gaatctgtgt 
actctctacc tcctgcttta 
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tctgttcagg gcctctgacc ttctttctgc ccccaaccac tggcccagaa gctactgacc 
2100 

cagcaggggg tgggacgtac tccatccctg ggtctatgac tccatcgcct tccatctcat 
2160 

cgtcatcatg aaacaaggct tgtgggggca tcacatctgg aatcagatct 
2210 

<210> 2764 


<211> 423 
<212 > PRT 
<213 > Homo sapiens 


<400> 2764 


Met 

Pro 

Pro 

Gin 

Ala 

Leu 

Phe 

His 

l 




5 




Gly Val 

lie 

Asp 

Pro 

Gly 

Met 

Glu 




20 





Val 

Ala 

Ser 

Gly 

Pro 

Val 

Val 

Gly 



35 





40 

Glu 

Gin 

lie 

Lys 

Gin 

Glu 

Val 

Glu 


50 





55 


Met 

Asp 

lie 

Asp 

Ser 

Glu 

Asp 

Thr 

65 





70 



Arg 

Ala 

Arg 

Glu 

Lys 

Arg 

Lys 

Pro 





85 




Lys 

Glu 

Pro 

Arg 

Tyr 

Thr 

Pro 

Val 




100 





Leu 

Lys 

Arg 

Leu 

Glu 

Ala 

Cys 

Pro 



115 





120 

Ala Arg 

Arg 

Leu 

Lys 

Arg 

Lys 

Leu 


130 





135 


Arg Gly 

Leu 

Pro 

Leu 

Phe 

Asp 

Leu 

145 





150 



Leu 

Leu 

Val 

Asp 

Gly 

lie 

Tyr 

Gly 





16 5 




Leu 

Pro 

Ala 

Gly 

Gin 

Ala 

Thr 

Tyr 




180 





lie 

Leu 

Asp 

Arg 

Tyr 

Gin 

Thr 

Ser 



195 





200 

His 

Gin 

Thr 

Thr 

Lys 

Phe 

Leu 

Tyr 


210 





215 


Ala 

Val 

Asp 

Gin 

Ser 

lie 

Val 

Ser 

225 





230 



Pro Tyr 

lie 

Arg 

Arg 

Asp 

Tyr 

Glu 





245 




Leu 

Ser 

Gin 

lie 

Arg 

Ser 

His 

Leu 




260 





Pro 

Glu 

Pro 

Asp 

Ala 

Pro 

Leu 

Asp 



275 





280 

He 

Pro 

Thr 

lie 

Asn 

Ser 

Met 

Cys 


290 





295 


Asp 

Leu 

Ser 

Glu 

Cys 

Leu 

Gin 

Tyr 

305 





310 



Tyr 

Lys 

Lys 

Val 

lie 

lie 

Ala 

Phe 


Asp 

Asp 

Asp 

Glu 

Met 

Glu 

Gly 

Asp 


10 





15 


Tyr 

Val 

Pro 

Pro 

Pro 

Ala 

Gly 

Ser 

25 





30 



Gly 

Arg 

Lys 

Lys 

Val 

Arg 

Gly 

Pro 





45 




Ser 

Glu 

Glu 

Glu 

Lys 

Pro 

Asp 

Arg 




60 





Asp 

Ser 

Asn 

Thr 

Ser 

Leu 

Gin 

Thr 



75 





80 

Gin 

Leu 

Glu 

Lys 

Asp 

Thr 

Lys 

Pro 


90 





95 


Ser 

lie 

Tyr 

Glu 

Glu 

Lys 

Leu 

Leu 

105 





110 



Gly 

Ala 

Val 

Ala 

Met 

Thr 

Pro 

Glu 





125 




lie 

Val 

Arg 

Gin 

Ala 

Lys 

Arg 

Asp 




140 





Asp 

Gin 

Val 

Val 

Asn 

A3, a 

Ala 

Leu 



155 





160 

Ala 

Lys 

Glu 

Gly 

Gly 

lie 

Ser 

Arg 


170 





175 


Arg 

Thr 

Thr 

Cys 

Gin 

Asp 

Phe 

Arg 

185 





190 



Leu 

Pro 

Ser 

Arg 

Lys 

Gly 

Phe 

Arg 





205 




Arg 

Leu 

Val 

Gly 

Ser 

Glu 

Asp 

Met 




220 





Pro 

Tyr 

Thr 

Ser 

Arg 

lie 

Leu 

Lys 



235 





240 

Thr 

Lys 

Pro 

Pro 

Lys 

Leu 

Gin 

Leu 


250 





255 


His 

Arg 

Ser 

Asp 

Pro 

His 

Trp 

Thr 

265 





270 



Tyr 

Cys 

Tyr 

Val 

Arg 

Pro 

Asn 

His 





285 




Gin 

Glu 

Phe 

Phe 

Trp 

Pro 

Gly 

lie 




300 





Pro 

Asp 

Phe 

Ser 

Val 

Val 

Val 

Leu 



315 





320 

Gly 

Phe 

Met 

Val 

Pro Asp 

Val 

Lys 
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325 330 335 

Tyr Asn Glu Ala Tyr lie Ser Phe Leu Phe Val His Pro Glu Trp Arg 
340 345 350 

Arg Ala Gly lie Ala Thr Phe Met He Tyr His Leu lie Gin Thr Cys 
355 360 365 

Met Gly Lys Asp val Thr Leu His Val Ser Ala Ser Asn Pro Ala Met 
370 375 380 

Leu Leu Tyr Gin Lys Phe Gly Phe Lys Thr Glu Glu Tyr Val Leu Asp 

385 390 395 400 

Phe Tyr Asp Lys Tyr Tyr Pro Leu Glu Ser Thr Glu Cys Lys His Ala 

405 410 415 

Phe Phe Leu Arg Leu Arg Arg 
420 

<210> 2765 

<211> 582 

<212> DNA 

<213 > Homo sapiens 

<4 00 > 2765 

tctgggtgtg gagccttatt attcaccact ttggcaggtg tctcagtggc ttacttaccc 
60 

ttgttcatcc cactggtgct cggctgctgg ctggcccaca aacatgttct catagtcggg 
120 

agtggagggg caggatggca cggccacttg gggcttgggg gcgctccggc tgccgtaccg 
180 

tggctgcaag cctaaaccgg gcttgggccc atcctgagca gcccagggtt tgttcagct c 
240 

ccggcttctg gccactcggc atcgccagag tctccaggcc agcacagggc cagcgatggc 
300 

aagtccaaga agcaggcacc cgctgaccac cactgccccg atagttgcag aggccaggcc 
360 

aggggcgcag ctgacctcca ggaaggcaga gaggttgtgc tgggagctgg ttgtgtccca 
420 

gcagagcaga ggcttctggc cagagcagtt gtctcggcgg atgtcgtgcc aggactccag 
480 

ggcacagttg cagtcggcct gcaggtcaag gtcacagcgg gcggccagcg ccccatccac 
540 

acgagacaag gggttgcgta gcacgttcag gacctcaagc tt 
582 

<210> 2766 
< 211 > 100 
<212> PRT 

<213 > Homo sapiens 
<400> 2766 

Met Gly Arg Trp Pro Pro Ala Val Thr Leu Thr Cys Arg Pro Thr Ala 
1 5 10 15 

Thr Val Pro Trp Ser Pro Gly Thr Thr Ser Ala Glu Thr Thr Ala Leu 
20 25 30 

Ala Arg Ser Leu Cys Ser Ala Gly Thr Gin Pro Ala Pro Ser Thr Thr 
35 40 45 

Ser Leu Pro Ser Trp Arg Ser Ala Ala Pro Leu Ala Trp Pro Leu Gin 


2004 
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WO 00/58473 


50 55 60 

Leu Ser Gly Gin Trp Trp Ser Ala Gly Ala Cys Phe Leu Asp Leu Pro 

65 70 75 80 

Ser Leu Ala Leu Cys Trp Pro Gly Asp Ser Gly Asp Ala Glu Trp Pro 

85 90 95 

Glu Ala Gly Ser 
100 

<210> 2767 
< 211 > 1202 
<212> DNA 

<213 > Homo sapiens 
<4 00> 2767 

gaattcctca ttgataactg ctttgaaata tttggggaga acattccagt gcattccagt 
60 

atcacttctg atgactccct ggagcacact gacagttcag atgtgtcgac cctgcagaat 
120 

gactcagcct acgacagcaa cgaccctgat gtggaatcca acagcagcag tggcatcagc 
180 

tctcccagca ggcagcccca ggtgcccatg gccacagctg ctggcttgga tagcgcgggc 
240 

ccacaggatg cccgagaggt cagcccagag cccattgtga gcaccgtggc caggctgaaa 
300 

agctccctcg cacagcccga taggagatac tcagagccca gcatgccatc ctcccaggag 
360 

tgcctcgaga gccgggtgac aaaccaaaca ctaacaaaga gtgaagggga cttccccgtg 
420 

ccccgggtag gctctcgttt ggaaagtgag gaggctgaag acccatttcc agaggaggtc 
480 

ttccctgcag tgcaaggcaa aaccaagagg ccggtggacc tgaagatcaa gaacttggcc 
540 

ccgggttcgg tgctcccgcg ggcactggtt ctcaaagcct tctccagcag ctcgctggac 
600 

gcgtcctctg acagctcgcc cgtggcttct ccttccagtc ccaaaagaaa tttcttcagc 
660 

agacatcagt ctttcaccac aaagacagag aaaggcaagc ccagccgaga aattaaaaag 
720 

cactccatgt ctttcacctt tgcccctcac aaaaaagtgc tgaccaaaaa cctcagcgcg 
780 

ggctctggga aatcgcaaga ctttaccagg gaccacgtcc cgaggggtgt cagaaaggaa 
840 

agccagcttg ccggccgaat cgtgcaggaa aatgggtgtg aaacccacaa ccaaacagcc 
900 

cgcggcttct gcctgagacc ccacgccctc tcggtggatg atgtgttcca gggagctgac 
960 

tgggagaggc ctggaagccc accctcttat gaagaggcca tgcagggccc ggcagccaga 
1020 

ctagtggcct cccagcaatt tcaatttcta gcttgacact aaaatggtta tttttcagta 
1080 

acggggggag aagtggggag gcagagtgtg aagggaaata aaaccaatta gtaattttta 
1140 

actatcaaat gcactccagc aatcagtcaa aacaggcccg aggaaacctg ttccaactta 
1200 
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ag 

1202 

<210> 2768 
<211> 282 
<212> PRT 

<213 > Homo sapiens 


<400> 2760 


Met 

Ala 

Thr 

Ala 

Ala 

Gly 

Leu 

Asp 

Ser 

Ala 

Gly Pro 

Gin 

Asp 

Ala 

Arg 

l 




5 





10 





15 


Glu 

Val 

Ser 

Pro 

Glu 

Pro 

He 

Val 

Ser 

Thr 

Val 

Ala 

Arg 

Leu 

Lys 

Ser 




2 0 





25 





30 



Ser 

Leu 

Ala 

Gin 

Pro 

Asp 

Arg 

Arg 

Tyr 

Ser 

Glu 

Pro 

Ser 

Met 

Pro 

Ser 



35 





40 





45 




Ser 

Gin 

Glu 

Cys 

Leu 

Glu 

Ser 

Arg 

Val 

Thr 

Asn 

Gin 

Thr 

Leu 

Thr 

Lys 


50 





55 





60 





Ser 

Glu 

Gly 

Asp 

Phe 

Pro 

Val 

Pro 

Arg 

Val 

Gly Ser 

Arg 

Leu 

Glu 

Ser 

65 





70 





75 





80 

Glu 

Glu 

Ala 

Glu 

Asp 

Pro 

Phe 

Pro 

Glu 

Glu 

Val 

Phe 

Pro 

Ala 

Val 

Gin 





85 





90 





95 


Gly 

Lys 

Thr 

Lys 

Arg 

Pro 

val 

Asp 

Leu 

Lys 

lie 

Lys 

Asn 

Leu 

Ala 

Pro 




100 





105 





110 



Gly 

Ser 

Val 

Leu 

Pro 

Arg 

Ala 

Leu 

Val 

Leu 

Lys 

Ala 

Phe 

Ser 

Ser 

Ser 



115 





120 





125 




Ser 

Leu 

Asp 

Ala 

Ser 

Ser Asp 

Ser 

Ser 

Pro 

Val 

Ala 

Ser 

Pro 

Ser 

Ser 


130 





135 





140 





Pro 

Lys 

Arg 

Asn 

Phe 

Phe 

Ser 

Arg 

His 

Gin 

Ser 

Phe 

Thr 

Thr 

Lys 

Thr 

145 





150 





155 





160 

Glu 

Lys 

Gly 

Lys 

Pro 

Ser 

Arg 

Glu 

lie 

Lys 

Lys 

His 

Ser 

Met 

Ser 

Phe 





165 





170 





175 


Thr 

Phe 

Ala 

Pro 

His 

Lys 

Lys 

Val 

Leu 

Thr 

Lys 

Asn 

Leu 

Ser 

Ala 

Gly 




180 





185 





190 



Ser 

Gly 

Lys 

Ser 

Gin 

Asp 

Phe 

Thr 

Arg 

Asp 

His 

Val 

Pro 

Arg 

Gly 

Val 



195 





200 





205 




Arg 

Lys 

Glu 

Ser 

Gin 

Leu 

Ala 

Gly 

Arg 

lie 

Val 

Gin 

Glu 

Asn 

Gly 

Cys 


210 





215 





220 





Glu 

Thr 

His 

Asn 

Gin 

Thr 

Ala 

Arg 

Gly 

Phe 

Cys 

Leu 

Arg 

Pro 

His 

Ala 

225 





230 





235 





240 

Leu 

Ser 

Val 

Asp 

Asp 

Val 

Phe 

Gin 

Gly 

Ala 

Asp Trp 

Glu 

Arg 

Pro 

Gly 





245 





250 





255 


Ser 

Pro 

Pro 

Ser 

Tyr 

Glu 

Glu 

Ala 

Met 

Gin 

Gly 

Pro 

Ala 

Ala 

Arg 

Leu 




260 





265 





270 



Val 

Ala 

Ser 

Gin 

Gin 

Phe 

Gin 

Phe 

Leu 

Ala 









275 





280 










<210> 2769 
<211> 1286 
<212> DNA 
<213 > Homo sapiens 

<4 00> 2769 

atctgcaaca tgtacaccat gtacagcatg atgaacgtcg gccagacagc cgagaaggtg 
60 


2006 
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gaggccctcc cggagcaggt 
120 

ctggcgtctc tcccggctga 
180 . 

tacgacgagg gcgacccctc 
240 

acaagggcgc agctgatgaa 
300 

cggcggctcc tggcctcctt 
360 

atccgctctt ctaccaacga 
420 

gtcaagtact actgccagaa 
480 

gcggccgaca tgtgcaccaa 
540 

aaggtgctca aggctgagga 
600 

gagccggaca tgatgggtgt 
660 

ggtcccatcg ctgaagccct 
720 

cctcccaaca cacacacaca 
780 

ggacccgcgg tgggtgctgc 
840 

cccaccgaga gctgggccgg 
900 

ttctttaaca cacactcgtg 
960 

tcatctccac actcaccagg 
1020 

cccctcccca ggcctnaggc 
1080 

cccttgggac ttgagggggg 
1140 

cttccacgtc tccaaaagcg 
1200 

gggtaggcga ggccgtgggg 
1260 

tgcacaaccg acctcaggtg 
1286 


agcccccgag tcccgaaatc 
acttatcaac cagattggga 
tgagaagctg gagctggtga 
ctgccacgtc agcgcaggca 
ctttgaccgg aacacgctgg 
tccccgtcgg aagcccctgg 
cttcgccccc aacttcaagg 
cgcccgccgc gtcgtgcgca 
tgacgcctac accaccttca 
ggagcatggc ttcgagaccg 
gcagtaaccc gcccagcctc 
cctgccatct tggtcatgag 
atgttcccgg ccctctgccc 
gagaggaccg cagggcaggt 
cagtggggga gttctggctc 
cccaccaggg gagggggctg 
cacctcgcgg aagccttcag 
ccccaggggt tctcaggacc 
ccttcctgtc accctcgtct 
actacccatt ttatagctgg 
gccggc 


gcatccgggt tcggcaagac 
accgctgcca ccccaagctc 
caggcaccaa cgtgtacatc 
cgcggcacaa ggtcctactg 
ccaacagctg cggcaccggc 
acagccgcgt gctccacgct 
agagcgagat gaatgccatc 
agagctggat gcccaaggtc 
tcagtgaaac gggcaagatc 
ccagccacga gggcgaggcg 
ccgcggggcc gcacacttcc 
ctactgtctg tccctcccca 
ctcctgtcct accccctttc 
ggcgtgaggt ccgtgttgcc 
cccaacctaa cccctagccg 
gcctgggggt cttgggaagg 
cctccgcccc tcactgcagc 
cctcccacca cctcccagtg 
atccctgcgc ctgggggctg 
ggaaacaggc tccgagaaat 


<210> 2770 
<211> 228 
<212> PRT 

<213 > Homo sapiens 


<400> 2770 


He 

1 

Cys Asn Met 

Tyr 

5 

Thr 

Met 

Tyr 

Ser 

Met 

10 

Met 

Asn 

Val 

Gly Gin 
15 

Thr 

Ala 

Glu Lys Val 
20 

Glu 

Ala 

Leu 

Pro 

Glu 

25 

Gin 

val 

Ala 

Pro 

Glu 

30 

Ser 

Arg 

Asn Arg lie Arg 

Val 

Arg 

Gin 

Asp 

Leu 

Ala 

Ser 

Leu 

Pro 

Ala 

Glu 

Leu 
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35 





40 





45 




He 

Asn 

Gin 

lie 

Gly 

Asn 

Arg 

Cys 

His 

Pro 

Lys 

Leu 

Tyr 

Asp 

Glu 

Gly 


50 





55 





60 





Asp 

Pro 

Ser 

Glu 

Lys 

Leu 

Glu 

Leu 

val 

Thr 

Gly Thr 

Asn 

Val 

Tyr 

lie 

65 





70 





75 





80 

Thr 

Arg 

Ala 

Gin 

Leu 

Met 

Asn 

Cys 

His 

Val 

Ser 

Ala 

Gly 

Thr Arg 

His 





85 





90 





95 


Lys 

Val 

Leu 

Leu 

Arg 

Arg 

Leu 

Leu 

Ala 

Ser 

Phe 

Phe 

Asp 

Arg 

Asn 

Thr 




100 





105 





110 



Leu 

Ala 

Asn 

Ser 

Cys 

Gly 

Thr 

Gly 

lie 

Arg 

Ser 

Ser 

Thr 

Asn Asp 

Pro 



115 





120 





125 




Arg Arg 

Lys 

Pro 

Leu 

Asp 

Ser 

Arg Val 

Leu 

His 

Ala 

Val 

Lys 

Tyr Tyr 


130 





135 





140 





Cys 

Gin 

Asn 

Phe 

Ala 

Pro 

Asn 

Phe 

Lys 

Glu 

Ser 

Glu 

Met 

Asn 

Ala 

He 

145 





150 





155 





160 

Ala 

Ala 

Asp 

Met 

Cys 

Thr 

Asn 

Ala 

Arg 

Arg 

Val 

Val 

Arg 

Lys 

Ser 

Trp 





165 





170 





175 


Met 

Pro 

Lys 

Val 

Lys 

Val 

Leu 

Lys 

Ala 

Glu 

Asp Asp 

Ala 

Tyr 

Thr 

Thr 




180 





185 





190 



Phe 

lie 

Ser 

Glu 

Thr 

Gly 

Lys 

lie 

Glu 

Pro 

Asp Met 

Met 

Gly Val 

Glu 



195 





200 





205 




His 

Gly 

Phe 

Glu 

Thr 

Ala 

Ser 

His 

Glu 

Gly 

Glu 

Ala 

Gly 

Pro 

lie 

Ala 


210 215 220 

Glu Ala Leu .Gin 
225 


<210> 2771 

<211> 1668 

<212> DNA 

<213 > Homo sapiens 

<400> 2771 

gtgatctgca tgtggcaggg ctgcgcagtg gagcggccag tgggcaggat gacgagccag 
60 

acccctctgc cccagtcccc ccggcccagg cggccaacga tgtctactgt tgtggagctg 
120 

aacgtcgggg gtgagttcca caccaccacc ctgggtaccc tgaggaagtt tccgggctca 
180 

aagctggcag agatgttctc tagcttagcc aaggcctcca cggacgcgga gggccgcttc 
240 

ttcatcgacc gccccagcac ctatttcaga cccatcctgg actacctgcg cactgggcaa 
300 

gtgcccacac agcacatccc tgaagtgtac cgtgaggctc agttctacga aatcaagcct 
360 

ttggtcaagc tgctggagga catgccacag atctttggtg agcaggtgtc tcggaagcag 
420 

tttttgctgc aagtgccggg ctacagcgag aacctggagc tcatggtgcg cctggcacgt 
480 

gcagaagcca taacagcacg gaagtccagc gtgcttgtgt gcctggtgga aactgaggag 
540 

caggatgcat attattcaga ggtcctgtgt tttctgcagg ataagaagat gttcaagtct 
600 

gttgtcaagt ttgggccctg gaaggcggtc ctagacaaca gcgacctcat gcactgcctg 
660 


2008 



WO 00/58473 


PCT/U S00/08621 


gagatggaca ttaaggccca 
720 

accaaaagaa acgaattcca 
780 

tcaggagcag agactgttat 
840 

agccattttc ttttaatttc 
900 

ccactaaata ttgatcactc 
960 

atttgcctag caacttgcag 


ggggtacaag gtattctcca 
ttttaacatt tattcattca 
gaattctggc gtggcttatg 
acaaacatca ggcaatttcc 
gtttaaggac tttccactcc 
cttcttcctt ttcaaagcct 


agttctacct gacgtaccc c 
ccttcacctg gtggtgatcc 
aaattaaaag ttgccatcaa 
agggttggtc tagagtcttg 
attgcaactg atgccactat 
catgtatctc ccagaccctt 


1020 

ctcttgaagt ccaataacaa gaccaagtaa 
1080 

gtgagatgac aacaggaaca tacaagatac 
1140 

tagtctacat agccccagct tggggtccaa 
1200 

agtaggtgct ttcctgatcc cctttgcgag 
1260 

cctcttctct agagtggagg ttttcaaagt 
1320 

gaaatacaaa tcctcaggcc ccacctcaga 
1380 

acagcattct gatttaccaa accctccaag 
1440 

tctctagaaa agaattgcta cctcttgtat 
1500 

aggaacttcc tttcccagag ctcctcatgg 
1560 

gcacattctt actcagtttt tttcctctgt 


gaatgtttca acaatgcgtt ggcaagagat 
tgtgaatcta gatgttctga cctaaagatg 
tccatctgtc cctggcatgt gccttcatgt 
atgctgtggg tgctaacacc tcagagctgt 
gcatcatcag cattacctgt gaacttgctg 
cctactgaat cagaatctct gggggttggc 
tgattttgat gtattctaat tttgagacca 
ggaggtacaa aagactgacc tcttacatca 
aatcaagctg aagtcagtct tcttctgaga 
cctacgctgc ttccctcact ccccttctcc 


1620 

taagagcact ccatcaataa accacttgca cgagaaaaaa aaaacaaa 
1668 


<210> 2772 
<211> 258 
<212> PRT 

<213 > Homo sapiens 


<400 > 2772 


Val 

lie 

Cys 

Met 

Trp 

Gin 

Gly 

Cys 

1 




5 




Met 

Thr 

Ser 

Gin 

Thr 

Pro 

Leu 

Pro 




20 





Thr 

Met 

Ser 

Thr 

Val 

Val 

Glu 

Leu 



35 





40 

Thr 

Thr 

Leu 

Gly 

Thr 

Leu 

Arg 

Lys 


50 





55 


Met 

Phe 

Ser 

Ser 

Leu 

Ala 

Lys 

Ala 

65 





70 



Phe 

lie 

Asp 

Arg 

Pro 

Ser 

Thr 

Tyr 





85 




Arg 

Thr 

Gly 

Gin 

Val 

Pro 

Thr 

Gin 


Ala 

Val 

10 

Glu 

Arg 

Pro 

Val 

Gly 

15 

Arg 

Gin 

25 

Ser 

Pro 

Arg 

Pro 

Arg 

30 

Arg 

Pro 

Asn 

Val 

Gly Gly 

Glu 

45 

Phe 

His 

Thr 

Phe 

Pro 

Gly 

Ser 

60 

Lys 

Leu 

Ala 

Glu 

Ser 

Thr 

Asp 

75 

Ala 

Glu 

Gly 

Arg 

Phe 

80 

Phe 

Arg 

90 

Pro 

lie 

Leu 

Asp 

Tyr 

95 

Leu 

His 

lie 

Pro 

Glu 

Val 

Tyr 

Arg 

Glu 


2009 



WO 00/58473 


PCT/US00/08621 





100 





105 





110 



Ala 

Gin 

Phe 

Tyr 

Glu 

lie 

Lys 

Pro 

Leu 

Val 

Lys 

Leu 

Leu 

Glu 

Asp 

Met 



115 





120 





125 




Pro 

Gin 

lie 

Phe 

Gly 

Glu 

Gin 

Val 

Ser 

Arg 

Lys 

Gin 

Phe 

Leu 

Leu 

Gin 


130 





135 





140 





Val 

Pro Gly 

Tyr 

Ser 

Glu 

Asn 

Leu 

Glu 

Leu 

Met 

Val 

Arg 

Leu 

Ala 

Arg 

145 





150 





155 





160 

Ala 

Glu 

Ala 

He 

Thr 

Ala 

Arg 

Lys 

Ser 

Ser 

Val 

Leu 

Val 

Cys 

Leu 

Val 





165 





170 





175 


Glu 

Thr 

Glu 

Glu 

Gin 

Asp 

Ala 

Tyr Tyr 

Ser 

Glu 

Val 

Leu 

Cys 

Phe 

Leu 




180 





185 





190 



Gin 

Asp 

Lys 

Lys 

Met 

Phe 

Lys 

Ser 

Val 

Val 

Lys 

Phe 

Gly 

Pro 

Trp 

Lys 



195 





200 





205 




Ala 

Val 

Leu 

Asp 

Asn 

Ser 

Asp 

Leu 

Met 

His 

Cys 

Leu 

Glu 

Met 

Asp 

lie 


210 





215 





220 





Lys 

Ala 

Gin 

Gly 

Tyr 

Lys 

Val 

Phe 

Ser 

Lys 

Phe 

Tyr 

Leu 

Thr 

Tyr 

Pro 

225 





230 





235 





240 

Thr 

Lys 

Arg 

Asn 

Glu 

Phe 

His 

Phe 

Asn 

lie 

Tyr 

Ser 

Phe 

Thr 

Phe 

Thr 





245 





250 





255 



Trp Trp 


<210> 2773 

<211> 593 

<212> DNA 

<213 > Homo sapiens 

<400> 2773 

nacagtcaga cagggaatga tgaagaggct ttcgactttt ttgaggagca agaccaagtg 
60 

- gcagaagagg gtccgcccgt ccagagcctg aagggcgagg atgctgagga atccttggag 
120 

gaggaggagg cgctggaccc tctgggcatt atgcgctcca agaagcccaa gaaacatccc 
180 

aaagtggccg tgaaagccaa gccctcgccc cggctcacca tctttgacga ggaggtggac 
240 

cctgatgagg ggctctttgg cccgggcagg aagctgtctc cacaggaccc ctcggaggac 
300 

gtgtcatcca tggaccccct gaagctattt gatgatcctg acctcggcgg ggccatcccc 
360 

ctgggtgact ccctcctgct gccggccgcc tgtgagagtg gagggcccac acccagcctc 
420 

agccacaggg acgcctccaa ggaactgttc agacaaattc aaaaagagcc gtaacactgg 
480 

gattagcttc ttgagagcag gaaccacatt cattctttgt gtctgccctg tgactatcca 
540 

gggagtagtt ggacttcctc ataataaaga atgttctgat agccaaaaaa aaa 
593 

<210> 2774 
<211> 157 
<212 > PRT 

<213> Homo sapiens 


2010 



WO 00/58473 


PCT/USOO/08621 


<4 00> 2774 


Xaa 

Ser Gin 

Thr 

Gly 

Asn 

Asp 

Glu 

Glu 

Ala 

Phe Asp 

Phe 

Phe 

Glu 

Glu 

1 



5 





10 





15 


Gin Asp Gin 

Val 

Ala 

Glu 

Glu 

Gly 

Pro 

Pro 

Val 

Gin 

Ser 

Leu 

Lys 

Gly 



20 





25 





30 



Glu 

Asp Ala 

Glu 

Glu 

Ser 

Leu 

Glu 

Glu 

Glu 

Glu 

Ala 

Leu 

Asp 

Pro 

Leu 


35 





40 





45 




Gly 

He Met 

Arg 

Ser 

Lys 

Lys 

Pro 

Lys 

Lys 

His 

Pro 

Lys 

Val 

Ala 

Val 


50 




55 





60 





Lys 

Ala Lys 

Pro 

Ser 

Pro 

Arg 

Leu 

Thr 

lie 

Phe 

Asp 

Glu 

Glu 

Val 

Asp 

65 




70 





75 





80 

Pro Asp Glu Gly 

Leu 

Phe 

Gly 

Pro 

Gly 

Arg 

Lys 

Leu 

Ser 

Pro 

Gin 

Asp 




85 





90 





95 


Pro 

Ser Glu Asp 

Val 

Ser 

Ser 

Met 

Asp 

Pro 

Leu Lys 

Leu 

Phe 

Asp 

Asp 



100 





105 





110 



Pro 

Asp Leu Gly 

Gly 

Ala 

lie 

Pro 

Leu 

Gly Asp 

Ser 

Leu 

Leu 

Leu 

Pro 


115 





120 





125 




Ala 

Ala Cys 

Glu 

Ser 

Gly 

Gly 

Pro 

Thr 

Pro 

Ser 

Leu 

Ser 

His 

Arg 

Asp 


130 




135 





140 





Ala 

Ser Lys 

Glu 

Leu 

Phe 

Arg 

Gin 

lie 

Gin 

Lys 

Glu 

Pro 




145 




150 





155 







<210> 2775 
<211 > 3139 
<212> DNA 

<213 > Homo sapiens- 
< 4 0 0 > 2775 

nacgcgtgtg tgctagtgag ccggagccgg cgacggcggc agtggcggcc cggcctgcag 
60 

gagcccgacg gggtctctgc catgggggag tgacgcgcct gcacccgctg ttccgcggca 
120 

gcggcgagac atgaggagac cccgcgacag gggcagcggc ggcggctcgt gagccccggg 
180 

atggaggaga aatacggcgg ggacgtgctg gccggccccg gcggcggcgg cggccttggg 
240 

ccggtggacg tacccagcgc tcgattaaca aaatatattg tgttactatg tttcactaaa 
300 

tttttgaagg ctgtgggact tttcgaatca tatgatctcc taaaagctgt tcacattgtt 
360 

cagttcattt ttatattaaa acttgggact gcatttttta tggttttgtt tcaaaagcca 
420 

ttttcttctg ggaaaactat taccaaacac cagtggatca aaatatttaa acatgcagtt 
480 

gctgggtgta ttatttcact cttgtggttt tttggcctca ctctttgtgg accactaagg 
540 

actttgctgc tatttgagca cagtgatatt gttgtcattt cactactcag tgttttgttc 
600 

accagttctg gaggaggacc agcaaagaca aggggagctg cttttttcat tattgctgtg 
660 

atctgtttat tgctttttga caatgatgat ctcatggcta aaatggctga acaccgtatc 
720 

cttttggaat agatcagagt tgtttcaagt cttgaggaaa actagaagca gggtggagta 
780 


2011 



WO 00/58473 PCT/USOO/08621 


ttattgctag tactggcttt gtgttgtaaa gttggttttc atacagcttc cagaaagctc 
840 

tctgtcgacg ttggtggagc taaacgtctt caagctttat ctcatcttgt ttctgtgctt 
900 

ctcttgtgcc catgggtcat tgttctttct gtgacaactg agagtaaagt ggagtcttgg 
960 

ttttctctca ttatgccttt tgcaacggtt atcttttttg tcatgatcct ggatttctac 
1020 

gtggattcca tttgttcagt caaaatggaa gtttccaaat gtgctcgtta tggatccttt 
1080 

cccattttta ttagtgctct cctttttgga aatttttgga cacatccaat: aacagaccag 
1140 

cttcgggcta tgaacaaagc agcacaccag gagagcactg aacacgtcct gtctggagga 
1200 

gtggtagtga gtgctatatt cttcattttg tctgccaata tcttatcatc tccctctaag 
1260 

agaggacaaa aaggtaccct tattggatat tctcctgaag gaacacctct ttataacttc 
1320 

atgggtgatg cttttcagca tagctctcaa tcgatcccta ggtttattaa ggaatcacta 
1380 

aaacaaattc ttgaggagag tgactctagg cagatctttt acttcttgtg cttgaatctg 
1440 

ctttttacct ttgtggaatt attctiatggc gtgctgacca atagtctggg cctgatctcg 
1500 

gatggattcc acatgctttt tgactgctct gctttagtca tgggactttt tgctgccctg 
1560 

atgagtaggt ggaaagccac tcggattttc tcctatgggt acggccgaat agaaattctg 
1620 

tctggattta ttaatggact ttttctaata gtaatagcgt tttttgtgtt tatggagtca 
1680 

gtggctagat tgattgatcc tccagaatta gacactcaca tgttaacacc agtctcagtt 
1740 

ggagggctga tagtaaacct tattggtatc tgtgccttta gccatgccca tagccatgcc 
1800 

catggagctt ctcaaggaag ctgtcactca tctgatcaca gccattcaca ccatatgcat 
1860 

ggacacagtg accatgggca tggtcacagc cacggatctg cgggtggagg catgaatgct 
1920 

aacatgaggg gtgtaatttc tacatgtttt ggcagatact cttggcagca ttggtgtgat 
1980 

cgtatccaca gtcttataga gcagtttgga tggttcatcg ctgactctac tctgttctct 
2040 

ttttattgct atattaatat ttctcagtgt tgttccactg attaaagatg cctgccaggt 
2100 

tctactcctg agattgccac cagaatatga aaaagaacta catattgctt tagaaaagat 
2160 

acagaaaatt gaaggattaa tatcataccg agaccctcat ttttggcgtc attctgctag 
2220 

tattgtggca ggaacaattc atatacaggt gacatctgat gtgctagaac aaagaatagt 
2280 

acagcaggtt acaggaatac ttaaagatgc tggagtaaac aatttaacaa ttcaagtgga 
2340 

aaaggaggca tactttcaac atatgtctgg cctaagtact ggatttcatg atgttctggc 
2400 


2012 



WO 00/58473 


PCT/US00/08621 


tatgacaaaa caaatggaat 
2460 

taactcaaga attacccctg 
2520 

tattgccaga aggataaaaa 
2580 

gatcaaggaa tctttcttga 
2640 

ggagtaatta tttaaattat 
2700 

tacatcatct tcaaaaatag 
2760 

actttctatc aggaagcatc 
2820 

caaatgaaaa atttttagtc 
2880 

tctatattta tggattttct 
2940 

agtaaaatct gtattgccac 
3000 

ctgatatgag ataagcaatg 
3060 

acaaaaatca accactctat 
3120 

aaaaaaaaaa aaaaaaaaa 
3139 

<210> 2776 
<211> 370 
<212> PRT 

<213> Homo sapiens 


<4 00 > 2776 


Met Pro 

Phe 

Ala 

Thr 

Val 

1 



5 


Val Asp 

Ser 

lie 

Cys 

Ser 



20 



Tyr Gly 

Ser 

Phe 

Pro 

lie 


35 




Trp Thr 

His 

Pro 

lie 

Thr 

50 





His Gin 

Glu 

Ser 

Thr 

Glu 

65 




70 

Ala He 

Phe 

Phe 

lie 

Leu 




85 


Arg Gly 

Gin 

Lys 

Gly 

Thr 



100 



Leu Tyr 

Asn 

Phe 

Met 

Gly 


115 




Pro Arg 

Phe 

lie 

Lys 

Glu 

130 





Ser Arg 

Gin 

lie 

Phe 

Tyr 

145 




150 

Val Glu 

Leu 

Phe 

Tyr 

Gly 


ccatgaaata ctgcaaagat 
gagaataaac aatgaagatt 
ttacacatta actgtacaga 
aggaaattta aatacagaat 
gtgtataaaa ggaatcaaat 
atatgatgga ttctagtgaa 
tccattgtaa atatgtattt 
cattttttgc atagcctaaa 
gtatataaaa ctggtttcta 
tttaaatgta aactaaatta 
agaataggga agtgtataac 
aaaataaatt ttttttactt 


lie 

Phe 

Phe 

Val 

10 

Met 

Val 

Lys 

Met 

25 

Glu 

Val 

Phe 

lie 

40 

Ser 

Ala 

Leu 

Asp 

55 

Gin 

Leu Arg 

Ala 

His 

Val 

Leu 

Ser. Gly 
75 

Ser 

Ala 

Asn 

lie 

90 

Leu 

Leu 

lie 

Gly Tyr 
105 

Ser 

Asp 

Ala 

120 

Phe 

Gin 

His 

Ser 

135 

Leu 

Lys 

Gin 

lie 

Phe 

Leu 

Cys 

Leu 

Asn 

155 

Val 

Leu 

Thr 

Asn 

Ser 


ggtacttaca tcatgtgaga 
aaatgactca gtatttgtaa 
aacagagttc cctactactg 
gaaacattaa tggtaaaagt 
tttgagtaaa catgatgtat 
gaccaaaatt acttctgttt 
acatgtttat tacaaagacc 
gataaaatag gaataaaagt 
attataactt aagtccatta 
tttgggagaa acttcaacca 
atcaicagttt ttgatgtatt 
ttggtaaaaa aaaaaaaaaa 


lie 

Leu 

Asp 

Phe 

Tyr 

Ser 

Lys 

Cys 

15 

Ala 

Arg 

Leu 

Phe 

30 

Gly 

Asn 

Phe 

Met 

45 

Asn 

Lys 

Ala 

Ala 

60 

Gly val 

Val 

Val 

Ser 

Ser 

Ser 

Pro 

Ser 

80 

Lys 

Pro 

Glu 

Gly 

95 

Thr 

Pro 

Ser 

Ser 

110 

Gin 

Ser 

lie 

Leu 

125 

Glu 

Glu 

Ser 

Asp 

140 

Leu 

Leu 

Phe 

Thr 

Phe 

Leu Gly 

Leu 

lie 

160 

Ser 


2013 



WO 00/58473 
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165 170 175 

Asp Gly Phe His Met Leu Phe Asp Cys Ser Ala Leu Val Met Gly Leu 
180 185 190 

Phe Ala Ala Leu Met Ser Arg Trp Lys Ala Thr Arg lie Phe Ser Tyr 
195 200 205 

Gly Tyr Gly Arg lie Glu He Leu Ser Gly Phe lie Asn Gly Leu Phe 
210 215 220 

Leu lie Val He Ala Phe Phe Val Phe Met Glu Ser Val Ala Arg Leu 

225 230 235 240 

lie Asp Pro Pro Glu Leu Asp Thr His Met Leu Thr Pro Val Ser Val 

245 250 255 

Gly Gly Leu lie Val Asn Leu He Gly lie Cys Ala Phe Ser His Ala 
260 265 270 

His Ser His Ala His Gly Ala Ser Gin Gly Ser Cys His Ser Ser Asp 
275 280 285 

His Ser His Ser His His Met His Gly His Ser Asp His Gly His Gly 
290 295 300 

His Ser His Gly Ser Ala Gly Gly Gly Met Asn Ala Asn Met Arg Gly 

305 310 315 320 

Val lie Ser Thr Cys Phe Gly Arg Tyr Ser Trp Gin His Trp Cys Asp 

325 330 335 

Arg lie His Ser Leu lie Glu Gin Phe Gly Trp Phe lie Ala Asp Ser 
340 345 350 

Thr Leu Phe Ser Phe Tyr Cys Tyr lie Asn lie Ser Gin Cys Cys Ser 
355 360 365 

Thr Asp 
370 

<210> 2777 
<211> 8625 
<212> DNA 

<213 > Homo sapiens 
<400> 2777 

tcatgagcat ctcattttca ccattggaat cataaaattg gaagtcttgt atgaattctt 
60 

tctcagtcct gattctttcc ttgttctctt tgcttatagg tggttttcgg atggtttacc 
120 

cttcagcatt tgtttgattc ttctcagaat gacatcccgg ttcctcagag tgttgccagt 
180 

gctggagacc acattgcagt tgggcagcaa gggcttggta gtgtgaagga cccaaataac 
240 

tgtgggatgc ctctgacccc tcccacctct ccagaacagg ctatcctagg tgagagtgga 
300 

ggtatgcaga gtgctgccag tcacctggtt tcccaagatg gagggatgat aacgatgcac 
360 

agtccaaaga gatcggggaa gattcctcca aaactccaca atcatatggt ccatcgagtc 
420 

tggaaggaat gcatcctcaa cagaacccag tccaagagga gccaaatgtc aactccaact 
480 

cttgaagaag agcctgctag caatcctgct acttgggatt ttgtggatcc aacccaaaga 
540 

gtcagctgtt cttgttccag gcataagctt ttaaaacgtt gtgcagtcgg gcccaatcga 
600 


2014 



WO 00/58473 
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cctcccacag tatctcaacc 
660 

cctcctgctt cttctaagca 
720 

aagagaccct taataccatt 
780 

caagatacac caggacagaa 
840 

agcagtagga aatatgataa 
900 

aatctgaatc ctatggattc 
960 

cctcagccac gaggtcagga 
1020 

gccctttatg gaaatggact 
1080 

ctcgtaggcc aaagactgcc 
1140 

attaggccct cgaacccgga 
1200 

agtgatgatg ctgagttcag 
1260 

gaggtaaact cagagagcac 
1320 

aaaatctggc aagacaaaca 
1380 

ctatcacaac aacctggaga 
1440 

ggtgacataa aatacatctt 
1500 

tccctgaaaa agaataagtc 
1560 

cattccacgc cggtgcctga 
1620 

acagatgtcc ggcaggataa 
1680 

acagatttgg caccttccct 
1740 

gaacttgggg ctgtatcacc 
1800 

gaccgacctc ttgggaagga 
1860 

ttgcaaagga tgtttcccac 
1920 

atgaattata aagatgggat 
1980 

cctatggtca gtatggtttc 
2040 

ttaggaagtc ccaagcccga 
2100 

tttcaacctt ttgtgggatc 
2160 

ttgctacctc tgaagatacc 
2220 


agggttcagt gcaggaccat 
caaaacagca gaaagacagg 
tcaccatagg ccctctgtgg 
actagggttg gcagggatag 
gcaaatggcc gtgccttcca 
acctcattcc cctatatccc 
aacagagagt ttggacccac 
agaactccag cagttgtcta 
tctcatggca gaggtcagcg 
gtcatcagaa aagtggtggc 
gcctccagag ctccagggtg 
tgcattgcaa agactcttag 
gccccagttg cagccactcc 
cagtttggga gaagtgaatg 
tacagccaac aagaaatgca 
agaggatgga tttggtacca 
tgggaaaaat gccatgtcta 
tgctgctggc agagctggct 
gcatgactta gacaacatct 
tgctctgcgc tcatcaaaaa 
tggaagagct gctgttcctt 
tccaccatct ttggaacagc 
cagctcagag acagtgacag 
aacacaactc acagaattca 
ggaaattaag gactcttcat 
ctccatgttt gctccactga 
tgatgcctgt ctgtttcggc 


catcatcttc atctttacca 
aaaaaggaga caagctgcaa 
ccgaagaatt atgcatggag 
actcctcctt agaggtgtct 
gaaatacaag caagcaaatg 
ctctgccacc aacactcagc 
catcggtccc tgtgaatcca 
ctctggatga cagaactgtc 
agacagcctt atattgtggg 
atagttatcg tctcccaccc 
agagatgtga tgccaaaatg 
cacaacctaa caaacggttt 
acttccttga cccattgcct 
acccatatac ctttgaagat 
aacaagggac ggagaaagat 
aggatgtcac tacaccaggt 
ttttcagttc tgctactaaa 
ccagtagcct tacacaggta 
ttgataattc tgatgacgac 
tgcctgcagt tgggacagaa 
atccaccaac agttgcagac 
atcctgcatt ttctcctgtg 
cattaggcat gatggagagc 
aaatggaagt ggaagatgga 
atgtgcacaa agttccatcc 
agatgttgcc gagccattgt 
cttcatgggc aattcctcct 
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aaaattgaac aactgcccat 
2280 

gtgcctagtg ttgggagcct 
2340 

cccgtgacgt tgaacagcgc 
2400 

ccagcaaccc ctcgcttctc 
2460 

agaggtgggg gcactgccag 
2520 

tcaccagcct ccaccccctc 
2580 

cagccaattc ccgaagccca 
2640 

aatatcttta aagacagaaa 
2700 

aaaggggcgg atgtcgggct 
2760 

acctgtgggt ttagtgcgat 
2820 

gaagatgagt tggatatttt 
2880 

ttaatgatgt gtcagtccac 
2940 

ccacccataa gccttctcct 
3000 

aatttcctgg actacatttc 
3060 

tatgaccggg tgcaagcaga 
3120 

caggggcggc agtatgtgga 
3180 

agtgccactg tgcactcttg 
32,40 

caggatgtgg ttcgtatgct 
3300 

aagcgcacgg gcaggacctg 
3360 

cagttccata aaatggcagg 
3420 

cccatcccca ctctgctggt 
3480 

ttgccgtttt gggagaggct 
3540 

attgtggtgt gtccagaaaa 
3600 

ttgagtgctg tatacgagat 
3660 

cgtgacggga tcatgcgcgt 
3720 

agtgagtggt ttaaccagcc 
3780 

ctttatgcgc aagtttgccg 
3840 


gccccctgca gccactttca 
agcagatcca gactatctga 
tgccccagcc agcaatagtg 
tgtccccaca ccacgaaccc 
tggtcaaggg tctgttaagt 
tactacacgg cccctcaact 
cagcctctat gttaccctga 
ctttgacagc tgttgcatct 
ttacatcccc gattcttcca 
tatgaaccgc aaacttggct 
tgggaagaat tctgatattg 
cttccttcct caggtggaag 
cctcctccag aatcaacaca 
ctctaacaat cgccaaactc 
taataatgat tactggacgg 
taaccccact ggtggaaaag 
gcctcacagc aatgtgctgg 
gttgtccctg cagccctttc 
ggagaacatc cagcatgtgc 
acggggaacc tacggttcgg 
aggctatgac aaggatttcc 
cttgttggac ccatatgggg 
tgaggccttg ctcgaaggag 
gtgtaggctt gggcagcaca 
gggaaaaact gtggcacaga 
ttggagcggc gaggagaatg 
ccatcaccta gcaccttatt 


ttagagatgg ctacaataac 
acacaccaca gatgaacaca 
gggcaggagt cctaccatct 
ccaggacccc aagaactccc 
atgatagcac cgatcaagga 
ctgtggagcc cgccaccatg 
ttctctccga ttccgtgatg 
gtgcctgcaa catgaacatc 
atgaggacca gtaccgctgt 
acaattcagg actcttcctt 
gtcaggctgc agagaggcgc 
gaaccaaaaa accccaggag 
cacaaccttt tgcttcactg 
ttccctgtgt aagctggagt 
aatgctttaa tgcgttggag 
tggacgaagc tctggtgaga 
acatcagcat gctctcctcc 
tccaagatgc catccaaaag 
agggaccaet cacttggcag 
aagaatctcc tgagccgttg 
tcaccatctc gccattctcc 
gccaccgtga tgttgcctat 
ccaaaacttt cttcagggac 
agcccatctg caaagtgcta 
agctgacaga tgagcttgtg 
acaatcattc cagactcaaa 
tagccactct gcagcttgat 
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agcagcctat tgataccacc 
3900 

acgccaggga atgctgggcc 
3960 

gcatttaatc ccacctcgaa 
4020 

ggttcctctg tgccaccggt 
4080 

actacctctt cttcaggatt 
4140 

atttctgcgg atagaacgca 
4200 

agctcttctc agccctcaca 
4 260 

attcccacgg agcctgactc 
4320 

atggtggacc cgttcacgta 
4380 

ttgagcttga tgcgctgcta 
4440 

tctttcattc tccagattgt 
4500 

gttttctaca ttcaatactt 
4560 

ccactgccta cacagatcca 
4620 

gagatgaccc tcaagaaccc 
4680 

atattggccc caatcaaaga 
4740 

cagaaataca atgtgctctt 
4800 

gcttcctgca ctgacctcca 
4860 

ccaaacaggt cacggaggag 
4920 

gagtggtgca tagggattgt 
4980 

cttgggcgtc ttggccatgg 
5040 

ctacagacaa tcagcaaaaa 
5100 

gactctcctt ctatccttag 
5160 

gtgatgccag atgctgtcac 
5220 

cagtcatctc agctcaacac 
5280 

acatcatcaa ccatccaggt 
5340 

aacaatgatg atatgtttgt 
5400 

atattaatga ctgggaacct 
5460 


taaataccag accccaccag 
cttagctcca aatggatcag 
tagtagttct acaaatcctg 
ctcatcgtct gcctctgctc 
cagtggtagt gttggagggc 
acggaacata ggctgtggtg 
ggatggacaa gagagtgtta 
tgcagacagc catgcccacc 
tgctgcagag gaggactcca 
cacagaaatg ctggataatt 
gccttgccag tacatgctgc 
gaagtccatg gcattttcag 
cattaaatcc ctcacgggat 
tgagcggccc agcccaatcc 
caagcagaca gagctgggag 
cgtgggctat tgtctgtctc 
tggggaatta ttagagacct 
taaagtatct gcacgtaaaa 
ccaaatgaca tctctaccct 
ggagcttaaa gattggagta 
gctcaaggat gtgtgccgga 
tgcctgcctg gttgccatgg 
aatgggctct gtttttggcc 
ccctcaagat gcttcttgta 
ggctccagcc aactacccca 
tgaccttcca ttcccagatg 
ccattcctct cccaactctt 


cagcagcaca gggacaagct 
cagctccccc agctggcagt 
cagcaagtag ttctgcatct 
ctggtattag ccagataagc 
agaaccccag cactgggggc 
gagacactga ccctgggcag 
cagaaaggga gagaatagga 
ctccagctgt tgtcatttac 
cttctgggaa cttttggctg 
tacctgagca tatgagaaat 
agacaatgaa ggatgagcaa 
tgtactgcca gtgcaggcga 
ttgggcctgc agccagcatt 
agctttactc ccctcccttt 
agacgtttgg tgaggcgagc 
acgaccagcg ctggcttttg 
gcgttgtaaa tattgcttta 
ttggactaca gaagttatgg 
ggagagttgt aatcgggcga 
tcctccttgg agaatgttca 
tgtgtggaat ctctgccgca 
agccccaggg gtcctttgta 
gaagtactgc actgaacatg 
cacacatctt ggtgttccca 
atgaagatgg gtttagcccc 
atatggacaa tgatattggc 
ccccagtacc ctccccaggc 
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tctccttctg gaattggtgt 
5520 

cttctttcta gagaagcacc 
5580 

gtatcaactg ccaaagctga 
5640 

caaaaccagt gccctctctt 
5700 

acagacgaac ttctgcctgc 
5760 

accacgtcgg atgttttaag 
5820 

tgcaatccgg ccacccagga 
5880 

cagttgtaca atgccatcat 
5940 

cagttccttc tccctgcaac 
6000 

atccttttct tcagaccact 
6060 

tgtcaattct gcagtgttca 
6120 

aaacttccat aagtggtgac 
6180 

tccccaggaa gtggtggtgg 
6240 

tttgcacaag agtctgtgtt 
6300 

gatgaaatcc tcttagttac 
6360 

gactttttaa aaataagaac 
6420 

ctagtgttcc catccagatt 
6480 

gcagaaggtc tggagacagc 
6540 

tttttgtgac tttatttttt 
6600 

agatccacca taggattctt 
6660 

aaacacattg gggagatcat 
6720 

ttgttaacaa caaactggat 
6780 

aggataacat ttttatacag 
6840 

cttaattagt tttatatagt 
6900 

ccaggtctct cctctcatta 
6960 

ttgctcatga aatcagttat 
7020 

caaagaaata ttacaactta 
7080 


gggctctcac ttccagcata 
agaggagcta aagcagcagc 
gaatcttccc cagtggtttt 
cttaaaggct tcgctgcatc 
caggaattct cagcgggttc 
gtttgttttg gagcagtaca 
ccgtacttcc tgccttcccg 
gaatatactt taattggaaa 
ctcagtccaa ggaacctgct 
ctccacagtc ctgcactgtg 
ttaccagagt gactccttga 
tttcagccag tgcggtggtg 
ttgatggctt ttcagcggga 
ttcagcctct gtatacaatt 
tggtgtatgg cctgtgggtt 
cagctcaagt acatggtttc 
agcatgagtg ctttggttga 
ttcattttgt ttatttattt 
taattcacaa ggaccaggta 
tgactacata cctctgtcct 
gcctaaaagt aatatattca 
tttaaaagtt ctgccatgtt 
aaggcagtca agctcaactc 
cacaacggaa atatattttc 
gatcaaaagg gacttatgta 
aaatatggtg aattttttct 
accattaaat tagtacttga 


gtcggagcca gggtgagcgt 
ccctggccct tgggtatttt 
ggtcatcgtg tccccaggct 
accacatttc agtagcacag 
cacaccctct tgactccaaa 
acgctctgtc ctggctcacg 
tccactttgt ggtgctcact 
agcacttgtt ctctctggct 
acactctgca aataacccac 
attccttctc agcaggcaca 
cacttctctc atggacctgg 
tgtgtagccc caaccactgg 
aacagaagag acagtgtcct 
gagggcagtc tagccctttg 
acctgaactc cataatcggg 
atactggggt ttctgtctcc 
cttcaaacot gtgtgtcaat 
taatttgttt tgtcatatgg 
cagtagctga aacccaattc 
agaagccgga aaaggagtaa 
aaaccaccca gcagtaggtt 
aagtggccag catttcatga 
agagccatgg aggcaagtac 
tagtgaattc ttattggaag 
catacaacaa ttgaaagtgt 
ggaccatagg aatattattt 
agttgagcct ttgtggtggg 
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actttttaaa aaaatgcctt tttaaagcat 
7140 

tcattcctgg cccagagggt tgtctttgaa 
7200 

tctgtctgag gacagtgggt gtgtactggc 
7260 

agctcttgtc atctgtggag agaatcatgc 
7320 

atgtcctggt tattaacaaa aaaggaaaaa 
7380 

tttttcttga aataatctaa agtttaaaac 
7440 

aatgtgaaag cagagaaata acttgtaaat 
7500 

aa 9ggg999 t tgactttcgc aatgtatagg 
7560 

atctaatgtg tacagtgtaa aattgacttt 
7620 

cagaaaggaa aattctcaag gccttttgaa 
7680 

tataaaatta tcttggtgag aagacaaatt 
7740 

tttggggttg cttttttccc ggaattcatc 
7800 

gtttttaatg caggggcttt tcttccctag 
7860 

aacacaaaaa ataaaaaacc cctacaaaaa 
7920 

ttttcatctg gtgtctttta tttaagtttt 
7980 

tacgtttttg tgcaaaaata aatgaatggc 
8040 

tctgtgtgaa aaagtctgta taatatttcc 
8100 

ttttactgaa ttaatctgaa atgtacaagc 
8160 

ttattttttt ttatttttaa ttttggaaat 
8220 

tgaacaaaaa aaggggaaat ggggagggga 
8280 

gtatatttca gaaccttttt taaatgtaaa 
8340 

cttttgtttc cttttttcct tcaagcattt 
8400 

aatttgaaag aatacaaaaa tatgtgaagt 
8460 

tggtacagta cactaaaaga ctttgataaa 
8520 

aatgtcattc atatatacct tgtggatgag 
8580 

gaataaatta ttgaattact gaaaaaagaa 
8625 

<210> 2778 


taatggctaa ttgaagtatt ttatgactcc 
accctgtttc taacccttgt gttgtgtgtt 
ctcccgggag ccactgtgac caggcctttg 
aaattttaaa agttcttcca agagacttcc 
tgtaataatt gatatgattt tgtaaaagta 
attatattaa aaaaaaagtt gtgtggtggg 
ggataatttt gttctctgta ccaccagttg 
ataaaaaatc tgatatatca aaccatttgt 
aaaaatattg cagtgctatt ttttcttaat 
gagcataaga agatgaagat tgtaaacttg 
gtaaagtaga tatttgtaat cttttaccac 
agaactttga attttttttt taaatgggct 
aaacccaatt ctaagcagaa aaagaaaaaa 
aactttaaaa aaaatggcag caaagggtag 
ttaagttaag aaaagctggt gacatattta 
aatagatttt aaaaaatctt attatgtact 
cttaaatatg cattatttta cttgtgagtt 
cctggatttg ctacagagtg agaagttatt 

r' 

tctgcagaaa tcagaactct taccatggtt 
aaagggtggg attgtccagc atgcttgtat 
agctgtacat ttctgggaag ttctgaattt 
tgcagtgagc ttcttttata tatagcaaac 
tcatttaaaa aaataactac agtatagcgc 
aagaaacaat aataaaaggc ctccatttta 
agctatatac ttttacacac ttttttagag 
aaaaaaaaaa aaaaa 
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<211> 1146 

<212> PRT 

<213 > Homo sapiens 


<4 00> 2778 


Thr 

Ala 

Ser 

Gly 

Gin 

Gly 

Ser 

Val 

Lys 

Tyr 

Asp 

Ser 

Thr 

Asp 

Gin 

Gly 

1 




5 





10 





15 


Ser 

Pro 

Ala 

Ser 

Thr 

Pro 

Ser 

Thr 

Thr 

Arg 

Pro 

Leu 

Asn 

Ser 

Val 

Glu 




20 





25 





30 



Pro 

Ala 

Thr 

Met 

Gin 

Pro 

lie 

Pro 

Glu 

Ala 

His 

Ser 

Leu 

Tyr 

Val 

Thr 



35 





40 





45 




Leu 

lie 

Leu 

Ser 

Asp 

Ser 

Val 

Met 

Asn 

lie 

Phe 

Lys 

Asp Arg 

Asn 

Phe 


50 





55 





60 





Asp 

Ser 

Cys 

Cys 

lie 

Cys 

Ala 

Cys 

Asn 

Met 

Asn 

lie 

Lys 

Gly Ala 

Asp 

65 





70 





75 





80 

Val 

Gly 

Leu 

Tyr 

lie 

Pro 

Asp 

Ser 

Ser 

Asn 

Glu 

Asp 

Gin Tyr 

Arg 

Cys 





85 





90 





95 


Thr 

Cys 

Gly 

Phe 

Ser 

Ala 

lie 

Met 

Asn 

Arg 

Lys 

Leu 

Gly Tyr 

Asn 

Ser 




100 





105 





110 



Gly Leu 

Phe 

Leu 

Glu 

Asp 

Glu 

Leu 

Asp 

lie 

Phe 

Gly 

Lys 

Asn 

Ser 

Asp 



115 





120 





125 




He 

Gly 

Gin 

Ala 

Ala 

Glu 

Arg 

Arg 

Leu 

Met 

Met 

Cys 

Gin 

Ser 

Thr 

Phe 


130 





135 





140 





Leu 

Pro 

Gin 

val 

Glu 

Gly 

Thr 

Lys 

Lys 

Pro 

Gin 

Glu 

Pro 

Pro 

lie 

Ser 

145 





150 





155 





160 

Leu 

Leu 

Leu 

Leu 

Leu 

Gin 

Asn 

Gin 

His 

Thr 

Gin 

Pro 

Phe 

Ala 

Ser 

Leu 





165 





170 





175 


Asn 

Phe 

Leu 

Asp 

Tyr 

lie 

Ser 

Ser 

Asn 

Asn 

Arg 

Gin 

Thr 

Leu 

Pro 

Cys 




180 





185 





190 



Val 

Ser 

Trp 

Ser 

Tyr 

Asp 

Arg 

Val 

Gin 

Ala 

Asp 

Asn 

Asn Asp 

Tyr 

Trp 



195 





200 





205 




Thr 

Glu 

Cys 

Phe 

Asn 

Ala 

Leu 

Glu 

Gin 

Gly 

Arg 

Gin 

Tyr 

Val 

Asp 

Asn 


210 





215 





220 





Pro 

Thr 

Gly 

Gly Lys 

Val 

Asp 

Glu 

Ala 

Leu 

Val 

Arg 

Ser 

Ala 

Thr 

Val 

225 





230 





235 





240 

His 

Ser 

Trp 

Pro 

His 

Ser 

Asn 

Val 

Leu 

Asp 

lie 

Ser 

Met 

Leu 

Ser 

Ser 





245 





250 





255 


Gin Asp 

Val 

Val 

Arg 

Met 

Leu 

Leu 

Ser 

Leu 

Gin 

Pro 

Phe 

Leu 

Gin 

Asp 




260 





265 





270 



Ala 

lie 

Gin 

Lys 

Lys 

Arg 

Thr 

Gly 

Arg 

Thr 

Trp 

Glu 

Asn 

lie 

Gin 

His 



275 





280 





2B5 




Val 

Gin 

Gly 

Pro 

Leu 

Thr 

Trp 

Gin 

Gin 

Phe 

His 

Lys 

Met 

Ala Gly 

Arg 


290 





295 





300 





Gly Thr 

Tyr 

Gly Ser 

Glu 

Glu 

Ser 

Pro 

Glu 

Pro 

Leu 

Pro 

lie 

Pro 

Thr 

305 





310 





315 





320 

Leu 

Leu 

Val 

Gly Tyr 

Asp 

Lys 

Asp 

Phe 

Leu 

Thr 

lie 

Ser 

Pro 

Phe 

Ser 





325 





330 





335 


Leu 

Pro 

Phe 

Trp 

Glu 

Arg 

Leu 

Leu 

Leu 

Asp 

Pro 

Tyr 

Gly Gly His 

Arg 




340 





345 





350 



Asp Val 

Ala 

Tyr 

lie 

Val 

Val 

Cys 

Pro 

Glu 

Asn 

Glu 

Ala 

Leu 

Leu 

Glu 



355 





360 





365 




Gly Ala 

Lys 

Thr 

Phe 

Phe 

Arg 

Asp 

Leu 

Ser 

Ala 

Val 

Tyr 

Glu 

Met 

Cys 


370 





375 





380 





Arg 

Leu 

Gly 

Gin 

His 

Lys 

Pro 

lie 

Cys 

Lys 

Val 

Leu 

Arg Asp Gly 

lie 
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385 

Met Arg Val Gly 

Ser Glu Trp Phe 
420 

Ser Arg Leu Lys 
435 

Tyr Leu Ala Thr 
450 

Tyr Gin Thr Pro 
465 

Ala Gly Pro Leu 

Ala Phe Asn Pro 
500 

Ser Ser Ala Ser 
515 

Ala Pro Gly lie 
530 

Gly Ser Val Gly 
545 

Arg Thr Gin Arg 

Ser Ser Ser Gin 
580 

Glu Arg lie Gly 
595 

His Pro Pro Ala 
610 

Ala Glu Glu Asp 
625 

Arg Cys Tyr Thr 

Ser Phe lie Leu 
660 

Lys Asp Glu Gin 
675 

Ser Val Tyr Cys 
690 

Lys Ser Leu Thr 
705 

Lys Asn Pro Glu 

lie Leu Ala Pro 
740 

Gly Glu Ala Ser 
755 

Ser His Asp Gin 
770 

Glu Leu Leu Glu 
785 

Arg Arg Ser Lys 
Glu Trp Cys lie 
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390 





395 





400 

Lys 

Thr 

Val 

Ala 

Gin 

Lys 

Leu 

Thr 

Asp 

Glu 

Leu 

Val 

405 





410 





415 


Asn 

Gin 

Pro 

Trp 

Ser 

Gly 

Glu 

Glu 

Asn 

Asp 

Asn 

His 





425 





430 



Leu 

Tyr 

Ala 

Gin 

Val 

Cys 

Arg 

His 

His 

Leu 

Ala 

Pro 




440 





445 




Leu 

Gin 

Leu 

Asp 

Ser 

Ser 

Leu 

Leu 

lie 

Pro 

Pro 

Lys 



455 





460 





Pro 

Ala 

Ala 

Ala 

Gin 

Gly 

Gin 

Ala 

Thr 

Pro Gly 

Asn 


470 





475 





480 

Ala 

Pro 

Asn 

Gly 

Ser 

Ala 

Ala 

Pro 

Pro 

Ala 

Gly 

Ser 

485 





490 





495 


Thr 

Ser 

Asn 

Ser 

Ser 

Ser 

Thr 

Asn 

Pro 

Ala 

Ala 

Ser 





505 





510 



Gly 

Ser 

Ser 

Val 

Pro 

Pro 

Val 

Ser 

Ser 

Ser 

Ala 

Ser 




520 





525 




Ser 

Gin 

lie 

Ser 

Thr 

Thr 

Ser 

Ser 

Ser 

Gly Phe 

Ser 



535 





540 





Gly 

Gin 

Asn 

Pro 

Ser 

Thr 

Gly 

Gly 

lie 

Ser 

Ala 

Asp 


550 





555 





560 

Asn 

lie 

Gly 

Cys 

Gly 

Gly 

Asp 

Thr 

Asp 

Pro Gly 

Gin 

565 





570 





575 


Pro 

Ser 

Gin 

Asp 

Gly 

Gin 

Glu 

Ser 

Val 

Thr 

Glu 

Arg 





585 





590 



He 

Pro 

Thr 

Glu 

Pro 

Asp 

Ser 

Ala 

Asp 

Ser 

His 

Ala 




600 





605 




Val 

Val 

lie 

Tyr 

Met 

Val 

Asp 

Pro 

Phe 

Thr 

Tyr 

Ala 



615 





620 





Ser 

Thr 

Ser 

Gly 

Asn 

Phe 

Trp 

Leu 

Leu 

Ser 

Leu 

Met 


630 





635 





640 

Glu 

Met 

Leu 

Asp 

Asn 

Leu 

Pro 

Glu 

His 

Met 

Arg 

Asn 

645 





650 





655 


Gin 

lie 

val 

Pro 

Cys 

Gin 

Tyr 

Met 

Leu 

Gin 

Thr 

Met 





665 





670 



Val 

Phe 

Tyr 

lie 

Gin 

Tyr 

Leu 

Lys 

Ser 

Met 

Ala 

Phe 




680 





685 




Gin 

Cys 

Arg 

Arg 

Pro 

Leu 

Pro 

Thr 

Gin 

lie 

His 

He 



695 





700 





Gly 

Phe 

Gly 

Pro 

Ala 

Ala 

Ser 

lie 

Glu 

Met 

Thr 

Leu 


710 





715 





720 

Arg 

Pro 

Ser 

Pro 

lie 

Gin 

Leu 

Tyr 

Ser 

Pro 

Pro 

Phe 

725 





730 





735 


lie 

Lys 

Asp 

Lys 

Gin 

Thr 

Glu 

Leu 

Gly Glu 

Thr 

Phe 





745 





750 



Gin 

Lys 

Tyr 

Asn 

Val 

Leu 

Phe 

Val 

Gly Tyr 

Cys 

Leu 




760 





765 




Arg 

Trp 

Leu 

Leu 

Ala 

Ser 

Cys 

Thr 

Asp 

Leu 

His 

Gly 



775 





780 





Thr 

Cys 

Val 

Val 

Asn 

lie 

Ala 

Leu 

Pro 

Asn 

Arg 

Ser 


790 





795 





800 

Val 

Ser 

Ala 

Arg 

Lys 

lie 

Gly 

Leu 

Gin 

Lys 

Leu 

Trp 

805 





810 





815 


Gly 

lie 

val 

Gin 

Met 

Thr 

Ser 

Leu 

Pro Trp Arg 

Val 
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820 





825 




830 



Val 

lie 

Gly 

Arg 

Leu 

Gly 

Arg 

Leu 

Gly His 

Gly 

Glu 

Leu 

Lys 

Asp Trp 



835 





840 




845 




Ser 

lie 

Leu 

Leu Gly 

Glu 

Cys 

Ser 

Leu Gin 

Thr 

lie 

Ser 

Lys 

Lys 

Leu 


850 





855 




860 





Lys 

Asp 

Val 

Cys Arg 

Met 

Cys 

Gly 

lie Ser 

Ala 

Ala 

Asp 

Ser 

Pro 

Ser 

865 





870 




875 





880 

lie 

Leu 

Ser 

Ala 

Cys 

Leu 

Val 

Ala 

Met Glu 

Pro 

Gin 

Gly 

Ser 

Phe 

Val 





885 




890 





895 


- Val 

Met 

Pro 

Asp 

Ala 

Val 

Thr 

Met 

Gly Ser 

Val 

Phe 

Gly 

Arg 

Ser 

Thr 




900 





905 




910 



Ala 

Leu 

Asn 

Met 

Gin 

Ser 

Ser 

Gin 

Leu Asn 

Thr 

Pro 

Gin 

Asp 

Ala 

Ser 



915 





920 




925 




Cys 

Thr 

His 

lie 

Leu 

Val 

Phe 

Pro 

Thr Ser 

Ser 

Thr 

lie 

Gin 

Val 

Ala 


930 





935 




940 





Pro 

Ala 

Asn 

Tyr 

Pro 

Asn 

Glu 

Asp 

Gly Phe 

Ser 

Pro 

Asn 

Asn 

Asp Asp 

94 5 





950 




955 





960 

Met 

Phe 

Val 

Asp Leu 

Pro 

Phe 

Pro Asp Asp 

Met 

Asp 

Asn 

Asp 

lie 

Gly 





965 




970 





975 


He 

Leu 

Met 

Thr Gly 

Asn 

Leu 

His 

Ser Ser 

Pro 

Asn 

Ser 

Ser 

Pro 

Val 




980 





985 




990 



Pro 

Ser 

Pro 

Gly Ser 

Pro 

Ser 

Gly lie Gly 

Val 

Gly 

Ser 

His 

Phe 

Gin 



995 





1000 



1005 



His 

Ser 

Arg 

Ser 

Gin 

Gly 

Glu 

Arg 

Leu Leu 

Ser 

Arg 

Glu 

Ala 

Pro 

Glu 


1010 




1015 



1020 




Glu 

Leu 

Lys 

Gin 

Gin 

Pro 

Leu 

Ala 

Leu Gly 

Tyr 

Phe 

Val 

Ser 

Thr 

Ala 

1025 




1030 



1035 




1040 

Lys 

Ala 

Glu 

Asn 

Leu 

Pro 

Gin 

Trp 

Phe Trp 

Ser 

Ser 

Cys 

Pro 

Gin 

Ala 





1045 



1050 




1055 

Gin 

Asn 

Gin 

Cys 

Pro 

Leu 

Phe 

Leu 

Lys Ala 

Ser 

Leu 

His 

His 

His 

lie 




1060 




1065 




1070 


Ser 

Val 

Ala 

Gin 

Thr 

Asp 

Glu 

Leu 

Leu Pro 

Ala 

Arg Asn 

Ser 

Gin 

Arg 



1075 




1080 



1085 



Val 

Pro 

His 

Pro 

Leu Asp 

Ser 

Lys 

Thr Thr 

Ser 

Asp Val 

Leu Arg 

Phe 


1090 




1095 



1100 




Val 

Leu 

Glu 

Gin Tyr 

Asn 

Ala 

Leu 

Ser Trp 

Leu 

Thr 

Cys 

Asn 

Pro 

Ala 

1105 




1110 



1115 




1120 

Thr 

Gin 

Asp 

Arg Thr 

Ser 

Cys 

Leu 

Pro Val 

His 

Phe 

Val 

Val 

Leu 

Thr 





1125 



1130 




1135 

Gin 

Leu 

Tyr 

Asn 

Ala 

lie 

Met 

Asn 

lie Leu 








1140 1145 

<210> 2779 
<211> 2461 
<212> DNA 

<213> Homo sapiens 
<400> 2779 

gaggcggatc acttgaggtc aggagttcga gagcagcctg accaacatag tgaaaccctg 
60 

tctctactaa aaatacaaaa aacattagtt gggcatggtg gcaggcacct gtaatctcag 
120 

ctacttggga ggctgaggca ggagaatcgc ttgaccctaa gaggcagagg ctgcagtgat 
180 
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ctgagatcac gccactgcac 
240 

aaaaaaaaaa agtatatata 
300 

atgcactccg agcaggaggg 
360 

ctgtttgagg agctgagtga 
420 

ttcaagggct tggcaggggt 
480 

agcttctcgc tgaattccga 
540 

gaccgaggcg acgcagccgc 
600 

tcgtgggacg ggctccggag 
660 

aacaaggcgc cccacgactt 
720 

caccgcctct actacctggg 
780 

gagattccca agaaggtccg 
840 

gatcatttcc aggccacgcc 
900 

gagcggaaac gcctgggggt 
960 

ctcttcctct tccaggccag 
1020 

ttcatggtga gccctggccc 
1080 

cagtgctcag ggccccggat 
1140 

ttcatcaata acagcgacct 
1200 

accttctgcc accaaggttt 
1260 

accttcgtca tacaggaaga 
1320 

tcctgggaag gttcagaggg 
1380 

tccgaggtgg aggtcattca 
1440 

tatcggtacc ccaggacagg 
1500 

cagactgaca gccagggcaa 
1560 

agctcgctgt tcccgaaggt 
1620 

tacgcctggg ccatgttcct 
1680 

ccggccctgt tcatcccgag 
1740 

gtccccagga atgtccagcc 
1800 


tccagccttt ggagactctg 
tataaacata tatcaaagaa 
ccagcatgtg caaaggccct 
aggctcattt ggctgggtca 
cgacagcagc cttgaggtgg 
gggggctgag aggatggcca 
cacagatgac ccggccgccc 
catcatccac ggcagccgca 
ccagtttgtg cagaagacgg 
aatgccatat ggcagccgag 
gaaagaggct ctgctgctcc 
ccaccatggg gtctactctc 
cttcggcatc acctcctacg 
caacagcctc ttccactgcc 
tggctgtgtg tcccctatga 
ggaccccaaa atctgccctg 
gtgggtggcc aacatcgaga 
atccaatgtc ctggatgacc 
gttcgaccgc ttcactgggt 
cctcaagacg ctgcgaatcc 
cgtcccctct cctgcgctag 
cagcaagaat cccaagattg 
gatcgtctcg acccaggaga 
ggagtacatc gccagggccg 
ggaccggccc cagcagtggc 
cacagagaat gaggagcagc 
gtatgtggtg tacgaggagg 


tctccaaaaa aaaaaaaaaa 
gttaagcaaa gtgaggaaaa 
gcggtggaaa ggaatttggc 
cagggataag aaggatgaga 
tgtctttgct tcctccccgc 
ccaccgggac cccaacggcc 
gcttccaggt gcagaagcac 
agtactcggg cctcattgtc 
atgagtctgg gccccactcc 
agaactccct cctctactct 
tgtcctggaa gcagatgctg 
gggaggagga gctgctgagg 
acttccacag cgagagtggc 
gcgacggcgg caagaacggc 
aaccgctgga aatcaagacc 
ccgaccctgc cttcttctcc 
caggcgagga gcggcggctg 
ccaagtctgc gggtgtggcc 
actggtggtg ccccacagcc 
tgtatgagga agtcgatgag 
aagaaaggaa gacggactcg 
ccttgaaact ggctgagttc 
aggagctggt gcagcccttc 
ggtggacccg ggatggcaaa 
tccagctcgt cctcctcccc 
ggctagcctc tgccagagct 
tcaccaacgt ctggatcaat 
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gttcatgaca tcttctatcc cttcccccaa tcagagggag aggacgagct ctgctttctc 
1860 

cgcgccaatg aatgcaagac cggcttctgc catttgtaca aagtcaccgc cgttttaaaa 
1920 

tcccagggct acgattggag tgagcccttc agccccgggg aagatgaatt taagtgcccc 
1980 

attaaggaag agattgctct gaccagcggt gaatgggagg ttttggcgag gcacggctcc 
2040 

aagatctggg tcaatgagga gaccaagctg gtgtacttcc agggcaccaa ggacacgccg 
2100 

ctggagcacc acctctacgt ggtcagctat gaggcggccg gcgagatcgt acgcctcacc 
2160 

acgcccggct tctcccatag ctgctccatg agccagaact tcgacatgtt cgtcagccac 
2220 

tacagcagcg tgagcacgcc gccctgcgtg cacgtctaca agctgagcgg ccccgacgac 
2280 

gaccccctgc acaagcagcc ccgcttctgg gctagcatga tggaggcagc cagctgcccc 
2340 

ccggattatg ttcctccaga gatcttccat ttccacacgc gctcggatgt gcggctctac 
2400 

ggcatgatct acaagcccca cgccttgcag cacatcacca aaaaatctac cgtcttcgag 

2460 
a 

2461 

<210> 2780 
<211> 720 
<212> PRT 

<213 > Homo sapiens 


<400> 2780 


Met 

His 

Ser 

Glu 

Gin 

Glu 

Gly 

Gin 

His 

Val 

Gin 

Arg 

Pro 

Cys 

Gly 

Gly 

1 




5 





10 





15 


Lys 

Glu 

Phe 

Gly 

Leu 

Phe 

Glu 

Glu 

Leu 

Ser 

Glu Gly 

Ser 

Phe 

Gly 

Trp 




20 





25 





30 



Val 

Thr 

Gly 

lie 

Arg 

Arg 

Met 

Arg 

Phe 

Lys 

Gly 

Leu 

Ala 

Gly 

Val 

Asp 



35 





40 





45 




Ser 

Ser 

Leu 

Glu 

Val 

Val 

Ser 

Leu 

Leu 

Pro 

Pro 

Arg 

Ser 

Phe 

Ser 

Leu 


50 





55 





60 





Asn 

Ser 

Glu 

Gly 

Ala 

Glu 

Arg 

Met 

Ala 

Thr 

Thr 

Gly Thr 

Pro 

Thr 

Ala 

65 





70 





75 





80 

Asp 

Arg 

Gly 

Asp 

Ala 

Ala 

Ala 

Thr 

Asp 

Asp 

Pro 

Ala 

Ala 

Arg 

Phe 

Gin 





85 





90 





95 


Val 

Gin 

Lys 

His 

Ser 

Trp 

Asp 

Gly 

Leu 

Arg 

Ser 

lie 

lie 

His 

Gly 

Ser 




100 





105 





110 



Arg 

Lys 

Tyr 

Ser 

Gly 

Leu 

lie 

Val 

Asn 

Lys 

Ala 

Pro 

His 

Asp 

Phe 

Gin 



115 





120 





125 




Phe 

Val 

Gin 

Lys 

Thr 

Asp 

Glu 

Ser 

Gly 

Pro 

His 

Ser 

His 

Arg 

Leu 

Tyr 


130 





135 





140 





Tyr 

Leu 

Gly 

Met 

Pro 

Tyr 

Gly 

Ser 

Arg 

Glu 

Asn 

Ser 

Leu 

Leu 

Tyr 

Ser 

145 





150 





155 





160 

Glu 

He 

Pro 

Lys 

Lys 

Val 

Arg 

Lys 

Glu 

Ala 

Leu 

Leu 

Leu 

Leu 

Ser 

Trp 





165 





170 





175 


Lys 

Gin 

Met 

Leu 

Asp 

His 

Phe 

Gin 

Ala 

Thr 

Pro 

His 

His 

Gly 

Val 

Tyr 
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180 





IBS 





190 



Ser Arg 

Glu 

Glu 

Glu 

Leu 

Leu 

Arg 

Glu 

Arg 

Lys Arg 

Leu 

Gly 

Val 

Phe 



195 





200 





205 




Gly 

lie 

Thr 

Ser 

Tyr 

Asp 

Phe 

His 

Ser 

Glu 

Ser Gly 

Leu 

Phe 

Leu 

Phe 


210 





215 





220 





Gin 

Ala 

Ser 

Asn 

Ser 

Leu 

Phe 

His 

Cys 

Arg 

Asp Gly 

Gly 

Lys 

Asn 

Gly 

225 





230 





235 





240 

Phe 

Met 

Val 

Ser 

Pro 

Gly 

Pro 

Gly Cys 

Val 

Ser 

Pro 

Met 

Lys 

Pro 

Leu 





245 





250 





255 


Glu 

lie 

Lys 

Thr 

Gin 

Cys 

Ser 

Gly Pro 

Arg 

Met 

Asp 

Pro 

Lys 

lie 

Cys 




260 





265 





270 



Pro 

Ala 

Asp 

Pro 

Ala 

Phe 

Phe 

Ser 

Phe 

lie 

Asn 

Asn 

Ser 

Asp 

Leu 

Trp 



275 





280 





285 




Val 

Ala 

Asn 

lie 

Glu 

Thr Gly 

Glu 

Glu 

Arg 

Arg 

Leu 

Thr 

Phe 

Cys 

His 


290 





295 





300 





Gin Gly 

Leu 

Ser 

Asn 

Val 

Leu 

Asp 

Asp 

Pro 

Lys 

Ser 

Ala 

Gly 

Val 

Ala 

305 





310 





315 





320 

Thr 

Phe 

Val 

lie 

Gin 

Glu 

Glu 

Phe 

Asp 

Arg 

Phe 

Thr 

Gly 

Tyr 

Trp 

Trp 





325 





330 





335 


Cys 

Pro 

Thr 

Ala 

Ser 

Trp 

Glu 

Gly Ser 

Glu 

Gly Leu 

Lys 

Thr 

Leu 

Arg 




340 





345 





350 



He 

Leu 

Tyr 

Glu 

Glu 

Val 

Asp 

Glu 

Ser 

Glu 

val 

Glu 

Val 

lie 

His 

Val 



355 





360 





365 




Pro 

Ser 

Pro 

Ala 

Leu 

Glu 

Glu 

Arg 

Lys 

Thr 

Asp 

Ser 

Tyr 

Arg 

Tyr 

Pro 


370 





375 





380 





Arg Thr 

Gly 

Ser 

Lys 

Asn 

Pro 

Lys 

lie 

Ala 

Leu 

Lys 

Leu 

Ala 

Glu 

Phe 

385 





390 





395 





400 

Gin 

Thr 

Asp 

Ser 

Gin 

Gly Lys 

lie 

Val 

Ser 

Thr 

Gin 

Glu 

Lys 

Glu 

Leu 





405 





410 





415 


Val 

Gin 

Pro 

Phe 

Ser 

Ser 

Leu 

Phe 

Pro 

Lys 

Val 

Glu 

Tyr 

lie 

Ala 

Arg 




420 





425 





430 



Ala Gly 

Trp 

Thr 

Arg 

Asp Gly 

Lys 

Tyr 

Ala 

Trp 

Ala 

Met 

Phe 

Leu 

Asp 



435 





440 





445 




Arg 

Pro 

Gin 

Gin 

Trp 

Leu 

Gin 

Leu 

Val 

Leu 

Leu 

Pro 

Pro 

Ala 

Leu 

Phe 


450 





455 





460 





lie 

Pro 

Ser 

Thr 

Glu 

Asn 

Glu 

Glu 

Gin 

Arg 

Leu 

Ala 

Ser 

Ala 

Arg 

Ala 

465 





470 





475 





480 

Val 

Pro 

Arg 

Asn 

Val 

Gin 

Pro 

Tyr Val 

Val 

Tyr 

Glu 

Glu 

Val 

Thr 

Asn 





485 





490 





495 


Val 

Trp 

lie 

Asn 

Val 

His Asp 

lie 

Phe 

Tyr 

Pro 

Phe 

Pro 

Gin 

Ser 

Glu 




500 





505 





510 



Gly Glu 

Asp 

Glu 

Leu 

Cys 

Phe 

Leu Arg 

Ala 

Asn 

Glu 

Cys 

Lys 

Thr 

Gly 



515 





520 





525 




Phe 

Cys 

His 

Leu 

Tyr 

Lys 

Val 

Thr 

Ala 

Val 

Leu Lys 

Ser 

Gin 

Gly 

Tyr 


530 





535 





540 





Asp Trp 

Ser 

Glu 

Pro 

Phe 

Ser 

Pro 

Gly Glu 

Asp 

Glu 

Phe 

Lys 

Cys 

Pro 

545 





550 





555 





560 

lie 

Lys 

Glu 

Glu 

lie 

Ala 

Leu 

Thr 

Ser 

Gly 

Glu Trp 

Glu 

Val 

Leu 

Ala 





565 





570 





575 


Arg His 

Gly 

Ser 

Lys 

lie 

Trp 

Val 

Asn 

Glu 

Glu 

Thr 

Lys 

Leu 

Val 

Tyr 




580 





585 





590 



Phe 

Gin 

Gly 

Thr 

Lys 

Asp 

Thr’ 

Pro 

Leu 

Glu 

His 

His 

Leu 

Tyr 

Val 

Val 



595 





600 





605 




Ser 

Tyr 

Glu 

Ala 

Ala 

Gly Glu 

lie 

Val 

Arg 

Leu 

Thr 

Thr 

Pro 

Gly 

Phe 
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610 615 620 


Ser 

His 

Ser 

Cys 

Ser 

Met 

Ser 

Gin 

Asn 

Phe 

Asp 

Met 

Phe 

Val 

Ser 

His 

625 





630 





635 





640 

Tyr 

Ser 

Ser 

Val 

Ser 

Thr 

Pro 

Pro 

Cys 

Val 

His 

Val 

Tyr 

Lys 

Leu 

Ser 




645 





650 





655 


Gly 

Pro 

Asp 

Asp 

Asp 

Pro 

Leu 

His 

Lys 

Gin 

Pro 

Arg 

Phe 

Trp 

Ala 

Ser 




660 





665 





670 



Met 

Met 

Glu 

Ala 

Ala 

Ser 

Cys 

Pro 

Pro 

Asp 

Tyr 

Val 

Pro 

Pro 

Glu 

lie 



675 





680 





685 




Phe 

His 

Phe 

His 

Thr 

Arg 

Ser 

Asp 

Val 

Arg 

Leu 

Tyr 

Gly 

Met 

lie 

Tyr 


690 





695 





700 





Lys 

Pro 

His 

Ala 

Leu 

Gin 

His 

He 

Thr 

Lys 

Lys 

Ser 

Thr 

Val 

Phe 

Glu 

705 





710 





715 





720 


<210> 2781 
<211> 1268 
<212> DNA 

<213 > Homo sapiens 
<400> 2781 

gtcgacggac ttcaggaagt gcagcgccag gcacaagagg ggaagaatat aggcaccacc 
60 

aagaagggaa tcggaccaac ctactcttcc aaagctgccc ggacaggcct ccgcatctgc 
120 

gacctcctgt cagattttga tgagttttct tccagattca agaacctggc ccaccagcac 
180 

cagtcgatgt tccccaccct ggaaatagac attgaaggcc aactcaaaag gctcaagggc 
240 

tttgctgagc ggatcagacc catggtccga gatggtgttt actttatgta tgaggcactc 
300 

cacggccccc ccaagaagat cctggtggag ggtgccaacg ccgccctcct cgacattgac 
360 

ttcgggacct acccctttgt gacttcatcc aactgcaccg tgggcggtgt gtgcacgggc 
420 

ctgggcatcc ccccgcagaa cataggtgac gtgtatggcg tggtgaaagc ctataccaca 
480 

cgtgtgggca tcggggcctt ccccaccgag cagatcaacg agattggagg cctgctgcag 
540 

acccgcggcc acgagtgggg agtgaccaca ggcaggaaga ggcgctgcgg ctggctcgac 
600 

ctgatgattc taagatatgc tcacatggtc aacggattca ctgcgctggc cctgacgaag 
660 

ctggacatcc tggacgtact gggtgaggtt aaagtcggtg tctcatacaa gctgaacggg 
720 

aaaaggattc cctatttccc agctaaccag gagatgcttc agaaggtcga agttgagtat 
780 

gaaacgctgc ctgggtggaa agcagacacc acaggcgcca ggaggtggga ggacctgccc 
840 

ccacaggccc agaactacat ccgctttgtg gagaatcacg tgggagtcgc agtcaaatgg 
900 

gttggtgttg gcaagtcaag agagtcgatg atccagctgt tttagtcgca gactgagctg 
960 

atcccaacag gccctggcag cgtctggact tgtgtaaaca gcagcagtca cgttcctcgg 
1020 
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ccgccacaac caacaccaaa gcaggaaaac cattttctgt acttttatat ttctgttcaa 
1080 

cctgttggtt tctacaatga ttttaaacat tggaaagcca gccttgtgta tatttttaaa 
1140 

aattatattc aaaatgagcc aaagtgctca gagaccttct atgacacatt agtgtcacat 
1200 

ggttgcgtgt ccagccgaag cagtgtaata aacatctcca atggccactg aaaaaaaaaa 
1260 

aaaaaaaa 

1268 

<210> 2782 
<2 11> 314 
<212> PRT 

<213> Homo sapiens 
<400> 2782 

Val Asp Gly Leu Gin Glu Val Gin Arg Gin Ala Gin Glu Gly Lys Asn 
1 5 .10 15 

He Gly Thr Thr Lys Lys Gly lie Gly Pro Thr Tyr Ser Ser Lys Ala 
20 25 30 

Ala Arg Thr Gly Leu Arg lie Cys Asp Leu Leu Ser Asp Phe Asp Glu 
35 40 45 

Phe Ser Ser Arg Phe Lys Asn Leu Ala His Gin His Gin Ser Met Phe 
50 55 60 

Pro Thr Leu Glu lie Asp lie Glu Gly Gin Leu Lys Arg Leu Lys Gly 

65 70 75 80 

Phe Ala Glu Arg lie Arg Pro Met Val Arg Asp Gly Val Tyr Phe Met 

85 90 95 

Tyr Glu Ala Leu His Gly Pro Pro Lys Lys lie Leu Val Glu Gly Ala 
100 105 HO 

Asn Ala Ala Leu Leu Asp lie Asp Phe Gly Thr Tyr Pro Phe Val Thr 
115. 120 125. 

Ser Ser Asn Cys Thr Val Gly Gly Val Cys Thr Gly Leu Gly lie Pro 
130 135 140 

Pro Gin Asn lie Gly Asp Val Tyr Gly Val Val Lys Ala Tyr Thr Thr 

145 150 155 160 

Arg Val Gly lie Gly Ala Phe Pro Thr Glu Gin lie Asn Glu lie Gly 

165 170 175 

Gly Leu Leu Gin Thr Arg Gly His Glu Trp Gly Val Thr Thr Gly Arg 
180 185 190 

Lys Arg Arg Cys Gly Trp Leu Asp Leu Met lie Leu Arg Tyr Ala His 
195 200 205 

Met Val Asn Gly Phe Thr Ala Leu Ala Leu Thr Lys Leu Asp lie Leu 
210 215 220 

Asp Val Leu Gly Glu Val Lys Val Gly Val Ser Tyr Lys Leu Asn Gly 

225 230 235 240 

Lys Arg lie Pro Tyr Phe Pro Ala Asn Gin Glu Met Leu Gin Lys Val 

245 250 255 

Glu Val Glu Tyr Glu Thr Leu Pro Gly Trp Lys Ala Asp Thr Thr Gly 
260 265 270 

Ala Arg Arg Trp Glu Asp Leu Pro Pro Gin Ala Gin Asn Tyr lie Arg 
275 280 285 

Phe Val Glu Asn His Val Gly Val Ala Val Lys Trp Val Gly Val Gly 
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290 295 200 

Lys Ser Arg Glu Ser Met lie Gin Leu Phe 
305 310 

<210> 2783 
<211> 2376 
<212> DNA 

<213 > Homo sapiens 
<4 00> 2783 

gccgaacggc aaattgaaga agaaaaccga gagagagaat gggaacggga 
60 

ataaagcgag acaagagtga cagccctgcc attcagctac gtctcaaaga 
120 

gttgatgtag aagattatta cccagctttc ctggacatgg tgcggagcct 
180 

aacatagact catcacagta tgaagattca ctgagagaga tgttcaccat 
240 

attgccttta ccatggacaa actgatccag agcattgtca gacagctgca 
300 

agtgatgaga tctgtgtgca ggtgactgac ctttacctgg cagaaaataa 
360 

accggaggcc agctgaacac acagaactca aggagcctcc tggagtcaac 
420 

aaagctgagc agctaatgtc agatgagaat tgctttaagc ttatgtttat 
480 

ggccaggtcc agctgactat tgagcttctg gacacagaag aggagaattc 
540 

gtggaagcag agcgctggtc agactacgtg gagcgataca tgaattcaga 
600 

cctgagcttc gtgaacatct agcacagaaa ccagtatttc. tccccaggaa 
660 

atccggaagt gtcaacgtgg tcgagagcag caggaaaagg aagggaagga 
720 

aagaagacca tggagaatgt ggatagtctg gataagctgg agtgtagatt 
780 

tcctacaaga tggtgtatgt gatcaaatca gaggactata tgtatcggag 
840 

ctccgggctc atcagtccca tgagcgtgta agcaagcgtc tacatcagag 
900 

tgggtagata aatggaccaa ggagcatgtg ccccgtgaaa tggcagcaga 
960 

tggctcatgg gtgaggggct ggagggcctg gtgccctgta ccaccacctg 
1020 

accctgcatt ttgtgagcat taacaagtat cgtgtcaaat acggcacagt 
1080 

ccttaactgc aaagccagag cagataactt ggggtgtgtg tggggatgtg 
1140 

tatgcactca cacactgaag aaacaaggaa gatgcctttc aagcctcact 
1200 

gggacatggc cacctgacct gtgtgtggct ggtgcagcct ggcaccaagt 
1260 

ttaggaacat gaatacctta caaagctgaa gctggaactt ttcccaaagg 
1320 


agtgctgggc 

acctatggat 

gctggatggc 

tcatgcctac 

gcatatcgtg 

taatggggcc 

gtatcagcgg 

tcagagccaa 

ggatgaccct 

tactacctcg 

tctacggcgg 

aggaaacagc 

caagctgaat 

gaccgccctg 

attccaggcc 

gaccagcaag 

tgatacagag 

attcaaagcc 

tgtgtgggcc 

gggcctctct 

gggctacctg 

gttttgggta 
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tagcctgccc tggaggggaa ggaagtccat gcaagcaaag acatgcagtt tgcttgcaca 
1380 

caccagcaga gctaagactg gagtctcctg tggcctaact ttcaatgagg gaaccggatg 
1440 

ctgttcacac tttgactgga tggagatgca tttacaaaac agactggaga aggacttaat 
1500 

actcagatgg attggaacta tcatggtcac tgctcctctc ccctccccac aaaaggaaaa 
1560 

aaaagctgga tttgattttt tttttctggt cactcgagca catctaagat cacccattag 
1620 

gttttatctg ggacctgcag tttggctttg ggattgatca tcttgtggat tttattcctg 
1680 

acgattccct tgctgcctac ccttttctct cc tctggttc tcaacctcaa cgagttcaaa 
1740 

tcagttgtcc tttttagctc ccgtggaact gttttgtatc tgcctcttta ctagtctacc 
1800 

ttagtgccat ccaccagctt tactctctga cacacacacg cacacacaca cacacaattt 
1860 

taacttgttt ttttgtacat aatgtacata ctgtcaattt tttattaaaa gaaatatgct 
1920 

ttgatgtgct agcataactg ctctagcttc ttgtgtacca tagtactgtg gcttcagatt 
1980 

tagtacctat gaacagatgt acaagacatt tattacactt tttaccaaag ggagttacca 
2040 

ttgtagtact tttgtgtaaa acttgtcttc ccctttgccc ccaacttttt tttttttttt 
2100 

ttgtaaataa ataaagcttg gttcttactt aaggaaaaaa ctctcaaccc acgtcccttg 
2160 

tcctcaccag aaaatactgt gaagcaggga ttttgacttc agttccttat ccagggtaga 
2220 

aacaggattt tgcttaaaat. acttgt.tact tgtcccaaat caaaatattc caaaatctta 
2280 

gaatacttaa gtcttttagt acgtgttttt ttcccttgtt caaataatct gaaaatattt 
2340 

tatatttggg taagttgtca agctatgtag tttgta 
2376 

<210> 2784 
<2 11> 361 
<212> PRT 

<213> Homo sapiens 


<4 00> 2784 


Ala 

Glu 

Arg 

Gin 

lie 

Glu 

Glu 

Glu 

Asn 

Arg 

Glu 

Arg 

Glu 

Trp 

Glu 

Arg 

1 



5 





10 





15 


Glu 

Val 

Leu 

Gly 

lie 

Lys 

Arg 

Asp 

Lys 

Ser 

Asp 

Ser 

Pro 

Ala 

lie 

Gin 




20 





25 





30 



Leu Arg 

Leu 

Lys 

Glu 

Pro 

Met 

Asp 

Val 

Asp Val 

Glu 

Asp 

Tyr 

Tyr 

Pro 



35 





40 





45 




Ala 

Phe 

Leu 

Asp 

Met: 

Val 

Arg 

Ser 

Leu 

Leu 

Asp 

Gly 

Asn 

lie 

Asp 

Ser 


50 





55 





60 





Ser 

Gin 

Tyr 

Glu 

Asp 

Ser 

Leu 

Arg 

Glu 

Met 

Phe 

Thr 

lie 

His 

Ala 

Tyr 

65 





70 





75 





80 

He 

Ala 

Phe 

Thr 

Met 

Asp 

Lys 

Leu 

lie 

Gin 

Ser 

lie 

Val 

Arg 

Gin 

Leu 
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85 





90 





95 


Gin His 

lie 

Val 

Ser 

Asp 

Glu 

lie 

Cys 

Val 

Gin 

Val 

Thr 

Asp 

Leu 

Tyr 



100 





105 





110 



Leu Ala 

Glu 

Asn 

Asn 

Asn 

Gly 

Ala 

Thr 

Gly 

Gly 

Gin 

Leu 

Asn 

Thr 

Gin 


115 





120 





125 




Asn Ser 

Arg 

Ser 

Leu 

Leu 

Glu 

Ser 

Thr 

Tyr 

Gin 

Arg 

Lys 

Ala 

Glu 

Gin 

130 





135 





140 





Leu Met 

Ser 

Asp Glu 

Asn 

Cys 

Phe 

Lys 

Leu 

Met 

Phe 

lie 

Gin 

Ser 

Gin 

145 




150 





155 





160 

Gly Gin 

Val 

Gin 

Leu 

Thr 

lie 

Glu 

Leu 

Leu 

Asp 

Thr 

Glu 

Glu 

Glu 

Asn 



165 





170 





175 


Ser Asp 

Asp 

Pro 

Val 

Glu 

Ala 

Glu 

Arg 

Trp 

Ser 

Asp 

Tyr 

Val 

Glu 

Arg 

180 





185 





190 



Tyr Met 

Asn 

Ser Asp 

Thr 

Thr 

Ser 

Pro 

Glu 

Leu 

Arg 

Glu 

His 

Leu 

Ala 

195 





200 





205 




Gin Lys 

Pro 

Val 

Phe 

Leu 

Pro 

Arg 

Asn 

Leu 

Arg 

Arg 

lie 

Arg 

Lys 

Cys 

210 





215 





220 





Gin Arg 

Gly 

Arg Glu 

Gin 

Gin 

Glu 

Lys 

Glu 

Gly 

Lys 

Glu 

Gly 

Asn 

Ser 

225 




230 





235 





240 

Lys Lys 

Thr 

Met 

Glu 

Asn 

Val 

Asp 

Ser 

Leu 

Asp 

Lys 

Leu 

Glu 

Cys 

Arg 



245 





250 





255 


Phe Lys 

Leu 

Asn 

Ser 

Tyr 

Lys 

Met 

Val 

Tyr 

Val 

lie 

Lys 

Ser 

Glu 

Asp 



260 





265 





270 



Tyr Met 

Tyr 

Arg 

Arg 

Thr 

Ala 

Leu 

Leu 

Arg 

Ala 

His 

Gin 

Ser 

His 

Glu 


275 





280 





285 




Arg Val 

Ser 

Lys 

Arg 

Leu 

His 

Gin 

Arg 

Phe 

Gin 

Ala 

Trp 

Val 

Asp 

Lys 

290 





295 





300 





Trp Thr 

Lys 

Glu 

His 

Val 

Pro 

Arg 

Glu 

Met 

Ala 

Ala 

Glu 

Thr 

Ser 

Lys 

305 




310 





315 





320 

Trp Leu 

Met 

Gly Glu 

Gly 

Leu 

Glu 

Gly 

Leu 

Val 

Pro 

Cys 

Thr 

Thr 

Thr 




325 





330 





335 


Cys Asp 

Thr 

Glu 

Thr 

Leu 

His 

Phe 

Val 

Ser 

lie 

Asn 

Lys 

Tyr 

Arg 

Val 


340 





345 





350 



Lys Tyr 

Gly 

Thr 

Val 

Phe 

Lys 

Ala 

Pro 









355 





360 










<210> 2785 

<21X> 492 

<212> DNA 

<213> Homo sapiens 

<400> 2785 

gccgcggttc ggacccgccg gcgacatggc cagctccgga gaggacatat ccaatgatga 
60 

tgatgacatg caccctgcag cagccgggat ggcagacggg gtccacctcc tagggttctc 
120 

tgatgagatc ctccttcaca tcctgagtca cgtccccagc acagatctga ttctgaacgt 
180 

ccggcgtacc tgtcggaagc ttgcagccct gtgccttgac aagagcctca tccacaccgt 
240 

gttgctgcaa aaggactatc aggcgagcga ggacaaagtg aggcagctgg tgaaggagat 
300 

cggccgggag atccagcagc tgagcatggc tggctgctac tggctgcctg gctccaccgt 
360 
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ggaacacgtg gcccgctgcc cgcagcctgg tgaaggtgaa cctctcgggc tgccacctca 
420 

cttccctgcg cctctacaag atgctctcgg ccctgcagca cctgcgctcg ctggccatcg 
480 

acgtgagccc eg 
492 

<210> 2786 
<211> 155 
<212> PRT 

<213> Homo sapiens 
<400> 2786 

Met Ala Ser Ser Gly Glu Asp He Ser Asn Asp Asp Asp Asp Met His 
15 10 15 

Pro Ala Ala Ala Gly Met Ala Asp Gly Val His Leu Leu Gly Phe Ser 
20 25 30 

Asp Glu lie Leu Leu His lie Leu Ser His Val Pro Ser Thr Asp Leu 
35 40 45 

lie Leu Asn Val Arg Arg Thr Cys Arg Lys Leu Ala Ala Leu Cys Leu 
50 55 60 

Asp Lys Ser Leu lie His Thr Val Leu Leu Gin Lys Asp Tyr Gin Ala 

65 70 75 80 

Ser Glu Asp Lys Val Arg Gin Leu Val Lys Glu lie Gly Arg Glu lie 

85 90 95 

Gin Gin Leu Ser Met Ala Gly Cys Tyr Trp Leu Pro Gly Ser Thr Val 
100 105 110 

Glu His Val Ala Arg Cys Pro Gin Pro Gly Glu Gly Glu Pro Leu Gly 
115 120 125 

Leu Pro Pro His Phe Pro Ala Pro Leu Gin Asp Ala Leu Gly Pro Ala 
130 135 140 

Ala Pro Ala Leu Ala Gly His Arg Arg Glu Pro 

145 150 155 

<210> 2787 
<211> 299 
<212 > DNA 

<213 > Homo sapiens 
<400> 2787 

ngtctttaga caatgactcg ggacagtgga atgaaacaga agcatgctgc atcaacctca 
60 

atgtggggag aagagccgta ctctgacata teagttgeta aaacacgtgc agggeatgee 
120 

acaatgcaca gacatggcag tatccttctg gtgggaggga gtcaccattt gctctgccct 
180 

gccctctgct gggtgctctt acaggtgcta ctgcatccag cgcttgaaac aattctgtgg 
240 

ggtattgatt ctgaagagat cactgatggc cgtgatttct tgcctcagct tacccagat 
299 

<210> 2788 
<211> 95 
<212> PRT 
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<213 > Homo sapiens 
<400> 2788 

Met Thr Arg Asp Ser Gly Met Lys Gin Lys His Ala Ala Ser Thr Ser 
1 5 10 15 

Met Trp Gly Glu Glu Pro Tyr Ser Asp lie Ser Val Ala Lys Thr Arg 
20 25 30 

Ala Gly His Ala Thr Met His Arg His Gly Ser lie Leu Leu Val Gly 
35 40 45 

Gly Ser His His Leu Leu Cys Pro Ala Leu Cys Trp Val Leu Leu Gin 
50 55 60 

Val Leu Leu His Pro Ala Leu Glu Thr He Leu Trp Gly He Asp Ser 
65 70 75 80 

Glu Glu lie Thr Asp Gly Arg Asp Phe Leu Pro Gin Leu Thr Gin 
85 90 95 

<210> 2789 
<211> 492 
<212> DNA 

<213 > Homo sapiens 
<400> 2789 

nggaccccag ctgctccttt ttgaaggaaa tctgctcgct cagggagtcg atgcggccga 
60 

gctgctggaa ggagtgcacc aggaggctgc cggggtccgg gagcccatgc tccagtgcct 
120 

gcgaggccag gctgtgcagt ggggccagca ccagctgcag cttctcctcc agcaggtcca 
180 

ccctggactg cagcctctgc acttcttcct tcattgcact gtccactcct gcgggcagag 
240 

ccaggcgctg ggtcacggcc ggccggctcc ccacccacac ccccagggct ccctcctgtc 
300 

cccagggaga ggcagagcca gaagactcag gcccaggcct ctgccacccc cgctgcctgc 
360 

ctggcgctgg ccagaggtct caggctatgc cgcctaagta cgtcggggcg ggtggctctg 
420 

cgcagaggct cagggtcccg gccacgctga gggaggtcaa ggctgaggtc tcagcggccc 
480 

tcgttccgaa tt 
492 

<210> 2790 
<211> 141 
<212> PRT 

<213> Homo sapiens 
<400> 2790 

Arg Lys Ser Ala Arg Ser Gly Ser Arg Cys Gly Arg Ala Ala Gly Arg 
1 5 10 15 

Ser Ala Pro Gly Gly Cys Arg Gly Pro Gly Ala His Ala Pro Val Pro 
20 25 30 

Ala Arg Pro Gly Cys Ala Val Gly Pro Ala Pro Ala Ala Ala Ser Pro 
35 40 45 

Pro Ala Gly Pro Pro Trp Thr Ala Ala Ser Ala Leu Leu Pro Ser Leu 
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50 





55 


His 

Cys 

Pro 

Leu 

Leu 

Arg 

Ala 

Glu 

65 





70 



Gly 

Ser 

Pro 

Pro 

Thr 

Pro 

Pro Gly 





85 




Gin 

Ser 

Gin 

Lys 

Thr 

Gin 

Ala 

Gin 




100 





Leu 

Ala 

Leu 

Ala 

Arg 

Gly 

Leu 

Arg 



115 





120 

Arg 

Val 

Ala 

Leu 

Arg 

Arg 

Gly Ser 


60 

Pro Gly Ala Gly Ser Arg Pro Ala 
75 80 

Leu Pro Pro Val Pro Arg Glu Arg 
90 95 

Ala Ser Ala Thr Pro Ala Ala Cys 
105 110 

Leu Cys Arg Leu Ser Thr Ser Gly 
125 

Gly Ser Arg Pro Arg 


130 

<210> 2791 

<211> 1271 

<212 > DNA 

<213> Homo sapiens 

<4 00> 2791 

nntgtacagg ggatgcagaa 
60 

atagaggact ggataataca 
120 

ccaaattccc atttttcttc 
180 

gtaagattat atccaaatat 
240 

tcaaaatatt taaagaagga 
300 

gaagtgtgcc taaattagca 
360 

ttctattgaa ttcgtggttg 
420 

tcctcccctt ccagcagctt 
480 

ggtgtggcca gaagacccct 
540 

taatgttcac ttcatcctgt 
600 

accataccag atgtagagga 
660 

cctgaaggac tcctacctag 
720 

cagagaccac caaaaccagg 
780 

cagcaacgac caccccaacg 
840 

agcctgcagg aagcatcatc 
900 

caaccactct ggtaatctag 
960 

agaaagccat gacattgaaa 
1020 

attaatagca tgcggaagaa 
1080 


135 


tcaatgaaag agataaacaa 
tttgtgtctt tctacatagt 
caatcacatt taaaatttca 
ttactcctgg ttgctcctct 
agaaggtaaa gatctaaaat 
ttagggtttg agggatccta 
atgctcagcg atagtaacaa 
cacagaacat ggttgatgag 
ttccctatag accactatga 
gcttcttttc ctagatgtga 
ctcaagtcag agaccagatc 
accccctggt gatagtggta 
aggccatcac cgccatcctc 
aggacaccgt caactctctc 
attcttccgg agggacagac 
aattcagtgg cagaaaataa 
taatgtggtc ataactcttt 
agaatggttt gcatccacat 


140 


acatcagagt actgtcagac 
ggtatagaaa tatcaggtcc 
atatgttgca ggcagtatgt 
tgggcaagct gtgaatatga 
atgacatgaa aatacccaga 
aggatgacaa aaagggactc 
tcctgcctcc cctaacatct 
gtaacttagg ggatgcacag 
gccctgaaag atttatgagg 
actatgaaga ctttactttc 
agggaccoea gagacctcct 
accaagatga tggtcctcag 
ccccacctcc ttttcaaaat 
taccccgatt tccttctgtc 
cagcaagaca tccccaggag 
ataagaagat aacttccttc 
cttcagtata ccaataaaat 
ggagagtgta ccatttagag 
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gtaacaggga gaggagaggg tgtgccatca agaggcaaca tggaggtgtt tcaaacctat 
1140 

gcatcttgtt ataaatatat ctttgctcac atgaatttta cttgttaatt agcctggctg 
1200 

gggtgaatgg taacaggaga gaaatggaag agaataggga gcactgcgcc agcattaaca 
1260 

gctcactgtc t 
1271 

<210> 2792 
<211> 123 
<212 > PRT 

< 2 1 3 > Homo sapiens 
< 4 0 0 > 2792 

Cys Ser Leu His Pro Val Leu Leu Phe Leu Asp Val Asn Tyr Glu Asp 
15 10 15 

Phe Thr Phe Thr lie Pro Asp Val Glu Asp Ser Ser Gin Arg Pro Asp 
20 25 30 

Gin Gly Pro Gin Arg Pro Pro Pro Glu Gly Leu Leu Pro Arg Pro Pro 
35 40 45 

Gly Asp Ser Gly Asn Gin Asp Asp Gly Pro Gin Gin Arg Pro Pro Lys 
50 55 60 

Pro Gly Gly His His Arg His Pro Pro Pro Pro Pro Phe Gin Asn Gin 

65 70 75 80 

Gin Arg Pro Pro Gin Arg Gly His Arg Gin Leu Ser Leu Pro Arg Phe 

85 90 95 

Pro Ser Val Ser Leu Gin Glu Ala Ser Ser Phe Phe Arg Arg Asp Arg 
100 105 110 

Pro Ala Arg His Pro Gin Glu Gin Pro Leu Trp 
115 120 

<210> 2793 
<211> 847 
<212> DNA 

<213> Homo sapiens 
<400> 2793 

gcgcgccgac ttcgggctcc tcctcccggc tccgtagtaa gcatggcggc ggcggcgttc 
60 

gtggtccctc gggtgaaaca gaaagcggga gctacgcgga gagggagcga agagcggggc 
120 

tgaggcggcg gcgtcactgc caggaaacaa ccccaacagt cagcgcgccg gcggccgcgg 
180 

cggccctgag agctgactct gcagctgagg tagagagaca acgatcagga accctaagaa 
240 

gaggcgccag aggagccgcc ttctgcctca gaacggcgtg actcggagaa ttggagcgtt 
300 

attcagtata ttaatgtctt attgataatg gcagaacatc caccactact ggatacaact 
360 

cagatcttaa gtagtgatat ttctcttttg tctgccccta ttgtaagtgc agatggaaca 
420 

caacaggtta ttctggtaca agttaaccca ggagaagcat ttacaataag aagagaagat 
480 
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ggacagtttc agtgcattac aggtcctgct caggttccaa tgatgtcccc aaatggttct 
540 

gtgcctccta tctatgtgcc tcctggatat gccccacagg ttattgaaga caatggtgtt 
600 

cgaagagttg tcgtggtccc tcaggcacca gagtttcacc ctggtagtca cacagttctc 
660 

caccgttctc cacatcctcc tctacctggt ttcattcctg tcccaactat gatgccgcct 
720 

caccacgtca tatgtactca cccgtgactg gagctggaga catgacaaca cagtatatgc 
780 

cncagtatca gtcttcacaa gtctatggag atgtagatgc tcactctaca catggccctt 


840 

cacgcgt 

847 

<210 > 2794 
<211> 139 
<212 > PRT 

<213 > Homo sapiens 
<400> 2794 


Met 

Ala 

Glu 

His 

Pro 

Pro 

Leu 

Leu 

1 




5 




Asp 

He 

Ser 

Leu 

Leu 

Ser 

Ala 

Pro 




20 





Gin 

Val 

lie 

Leu 

Val 

Gin 

Val 

Asn 



35 





40 

Arg Glu 

Asp 

Gly 

Gin 

Phe 

Gin 

Cys 


50 





55 


Met 

Met 

Ser 

Pro 

Asn 

Gly 

Ser 

Val 

65 





70 



Tyr Ala 

Pro 

Gin 

Val 

lie 

Glu Asp 





85 




Val 

Pro 

Gin 

Ala 

Pro 

Glu 

Phe 

His 




100 





Arg 

Ser 

Pro 

His 

Pro 

Pro 

Leu 

Pro 



115 





120 

Met 

Pro 

Pro 

His 

His 

Val 

lie 

Cys 


130 





135 



<210> 2795 
< 211 > 1022 
<212> DNA 

<213 > Homo sapiens 


Asp 

Thr 

Thr 

Gin 

lie 

Leu 

Ser 

Ser 


10 





15 


lie 

Val 

Ser 

Ala 

Asp Gly 

Thr 

Gin 

25 





30 



Pro 

Gly 

Glu 

Ala 

Phe 

Thr 

lie 

Arg 





45 




He 

Thr 

Gly 

Pro 

Ala 

Gin 

Val 

Pro 




60 





Pro 

Pro 

lie 

Tyr 

Val 

Pro 

Pro 

Gly 



75 





80 

Asn 

Gly Val 

Arg 

Arg 

Val 

Val 

Val 


90 





95 


Pro 

Gly Ser 

His 

Thr 

Val 

Leu 

His 

105 





110 



Gly 

Phe 

lie 

Pro 

Val 

Pro 

Thr 

Met 





125 




Thr 

His 

Pro 







<400 > 2795 

ngccggcgct gccagcagtt gtagagcagg ccaagcgcaa tgatgatgat gcagatggcc 
60 

ccaatgacca ccagcaccac gaagagcgtg ccgtagtcgc tgcgcacctg gctggcccgc 
120 

gcctggcagc tgctggttgt ggaatagttc tggatgccaa tctcctccag gctcctgcgg 
180 

atgtcaccca gcatggaaag gacatcttga gtgggcacca ccccctgctc gcccaccagt 
240 
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gtcatgagaa ggtgctgctc 
300 

cttctcgctg ggcttgctca 

gagagatgtg 

ccaggcccca 

tggtggccac tgccatggcg 
360 

gggcagcacc 

tcttccacca 

gggccaggag 

ctgtggcccc 

cggtgctgcc ggaacacctc 
420 

acagtctatg 

ttctctgtca 

tgttcagaat 

gatgtagttt 

ttcccagcca gattgctcca 
480 

gtccttgcag 

atcacctgcg 

tagaatccca 

gggtatcctg 

gattgagctt cagctgcctg 
540 

cccttctagg 

agctgctggt 

tgagatcttc 

ttgtcccaag 

gtagcagagg aaggtgtcag 
600 

ttccatgtct 

ccaggggcca 

gtggggaaga 

ggctgaggtt 

ctagagccaa ggggatcttc 
660 

atctgggtgc 

tcggccccac 

tgggagctgt 

ggtttgaggg 

aatgaaggca aggccggcac 
720 

ctcctcgtgc 

tggccagaca 

aaccagctgc 

tcctgcagtg 

gcttcctcgc ttgcttcctg 
780 

aggagcctcg 

aactctaccc 

caagccctgc 

agctggcagc 

actgtggcct ctgcctcttg 
840 

gctggtggag 

tcctggtccc 

ccggagtcac 

tgtagttggg 

gtgactgaag gcagcagcaa 
900 

gctgggcccc 

atgctgctct 

ccacctcatc 

aggtgagnna 

gaaaagtcac ggacctgagg 
960 

cttggcttct 

tcttgggatc 

cattcacagg 

gagcagctcc 

tcctcttcct cctcctcttg 

tttctctacc 

tcttccttct 

ccctctcctc 

cccttcacgc 


1020 

gt 

1022 

<210> 2796 
<211> 56 
<212> PRT 

<213 > Homo sapiens 
<4 00> 2796 


Ala 

Ser 

Ala 

Ala 

Cys 

Pro 

Ser 

Arg 

Ser 

Cys 

Trp 

Leu Arg 

Ser 

Ser 

Cys 

1 




5 





10 





15 


Pro 

Lys 

Val 

Ala 

Glu 

Glu Gly 

Val 

Ser 

Ser 

Met 

Ser 

Pro 

Gly 

Ala 

Ser 




20 





25 





30 



Gly Glu 

Glu 

Ala 

Glu 

Val 

Leu 

Glu 

Pro Arg Gly 

Ser 

Ser 

Ser 

Gly 

Cys 



35 





40 





45 




Ser 

Ala 

Pro 

Leu 

Gly Ala 

Val 

Val 










50 55 


<210> 2797 
<2ll> 475 
<212 > DNA 

<213> Homo sapiens 
<400> 2797 

cggccgctgc tgattgcctt cagcgcctgc accacggtgc tggtggccgt gcacctgttc 
60 

gccctcctca tcagcacctg catcctgccc aatgtggagg ccgtgagcaa catccacaac 
120 
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ctgaactcca tcagcgagtc cccgcatgag cgcatgcacc cc tacatcga gctggcctgg 
180 

ggcttctcca ccgtgcttgg catcctactc ttcctggccg aggtggtgct gctctgctgg 
240 

atcaagttcc tccccgtgga tgcccggcgc cagcctggcc ccccacctgg ccctgggagt 
300 

cacacgggct ggcaggccgc cctggtgtcc accatcatca tggtgcccgt gggcctcatc 
360 

ttcgtggtct tcaccatcca cttctaccgc tccctggtgc gccacaaaac ggagcgccac 
420 

aaccgcgaga tcgaggagct ccacaagctc aaggtccagc tggacgggca tgagc 
475 

<210> 2798 
<211> 158 
<212> PRT 

<213> Homo sapiens 
< 4 0 0 > 2798 

Arg Pro Leu Leu lie Ala Phe Ser Ala Cys Thr Thr Val Leu Val Ala 
1 5 10 15 

Val His Leu Phe Ala Leu Leu He Ser Thr Cys lie Leu Pro Asn Val 
20 25 30 

Glu Ala Val Ser Asn lie His Asn Leu Asn Ser lie Ser Glu Ser Pro 
35 40 45 

His Glu Arg Met His Pro Tyr lie Glu Leu Ala Trp Gly Phe Ser Thr 
50 55 60 

Val Leu Gly lie Leu Leu Phe Leu Ala Glu Val Val Leu Leu Cys Trp 

65 70 75 80 

lie Lys Phe Leu Pro Val Asp Ala Arg Arg Gin Pro Gly Pro Pro Pro 

85 90 95 

Gly Pro Gly Ser His Thr Gly Trp Gin Ala Ala Leu Val Ser Thr lie 
100 105 HO 

lie Met Val Pro Val Gly Leu lie Phe Val Val Phe Thr lie His Phe 
115 120 125 

Tyr Arg Ser Leu Val Arg His Lys Thr Glu Arg His Asn Arg Glu lie 
130 135 140 

Glu Glu Leu His Lys Leu Lys Val Gin Leu Asp Gly His Glu 

145 150 155 

<210> 2799 
<211> 2872 
<212 > DNA 

<213> Homo sapiens 
<4 00> 2799 

ntatctttcg attcatctgt ggggtttcgg tttggaatga ccagcttgca aggcagggcc 
60 

aatgggatga tggagtgctg gtagaccagg gcagacagcg atccgaagtt tggctcattg 
120 

gggcagccct tgagcttgac tcctctgggg ccagtctcta tcagaaaatg cctgaccagc 
180 

tcatgggtca tgtctccttt tttattctgc tgcatgatgg ttggaggtgg cgaagaca cc 
240 
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ttcatggcca 

300 

gaccaggagc 

360 

ctggccatga 

420 

atgacccatg 

480 

aagggctgcc 

540 

atcatcccat 

600 

tcgaaagata 

660 

tgcaatgtgc 

720 

tctaaagcca 

780 

ttcaaagtct 

840 

cgccactacc 

900 

atgaaaacag 

960 

agcaccacgg 

1020 

gccatcgtca 

1080 

ccccttgccc 

1140 

tgaccactct 

1200 

caacgtgggg 

1260 

gagagagaga 

1320 

atggaaactg 

1380 

ctcccctaag 

1440 

ttttttgggg 

1500 

aagctgggag 

1560 

ccgtgggaca 

1620 

caggtctctt 

1680 

ctcacacatt 

1740 

ttgtcccatg 

1800 

agtgcagcag 

1860 


gcccgtacaa 

cgggggcGtt 

aggtgtcttc 

agctggtcag 

ccaatgagcc 

tggccctgcc 

gctccggccc 

tcttcatcaa 

catctgagac 

ctgcccaggg 

ctctcaacac 

agggtggtgc 

acaacgcctg 

acttcgtctc 

agggccagtg 

tgaacccaga 

agagggaagt 

gagagagaga 

caaaaaccca 

aagatggatg 

gaatggaaaa 

aatctttttc 

tcaagtggaa 

tgctgtgcct 

gatctagatc 

tgtttgtaga 

ggg^gggaca 


gcctgagatc 

catcatccgc 

gccacctcca 

gcattttctg 

aaacttcgga 

ttgcaagctg 

tgccaactca 

ctctgtggac 

gttggctgca 

aatcactctg 

tgtcaccttc 

ccctgctaag 

ccacctcttt 

caaggtcatg 

ccatggggaa 

aggaggactt 

gaattgcaga 

gagaaagatg 

aagcctccaa 

tcctcaaaag 

gctctgtctc 

tggccacctg 

gaacttgttt 

ccactatatt 

cgcctttatc 

cacacatgca 

aacaaccaag 


tccagggagc 

gacagtcact 

accatcatgc 

atagagactg 

tcgctgtctg 

gtcattccaa 

actgcagacc 

atggagtcac 

gaccccacgc 

actgacaacc 

tgtgacctgg 

ctcttcggct 

gctgagcttg 

ctgaatgccg 

ggggcttgtg 

tgggccaatt 

ggggaggggg 

gaggagaaga 

aactaaccag 

agaaggaaca 

cctaactcaa 

tggggtaggt 

gcttgaaagt 

gtcgtgtggg 

cactcgaatt 

tactgtccaa 

ctatgggtga 


aggccatcgc 

ccttccgagg 

agcagaataa 

gccccagagg 

ccctggtcta 

accgagaccc 

tgctgaaaca 

tcactgggcc 

cagctgccac 

agagaaagct 

atccacagga 

tcgtggcccg 

accccaacca 

gccaaaagag 

gggaggggac 

tcggaggaga 

aaaagagaga 

acttggattc 

gtccacctaa 

aacctccttg 

ctgctttgca 

tgtcaaacca 

atctcagacc 

tgtgtgtctg 

ataaacagct 

agattagggt 

cagaggctct 


gctcctcaag 

cgcgtacggg 

aaaaggagac 

agtcaagctc 

ccagcactcc 

cacagatgaa 

a 5999 ca 9 cc 

acaggccatc 

catcgttcac 

ctttttcaga 

aagaaagtgg 

gaagcagggc 

gccggcctct 

atgaaccctg 

ccatgaatcc 

gaagaaagtg 

gagagagaga 

ccctgggtag 

caccccctcc 

ggaatccaca 

aggggaaatc: 

aacagagcca 

caaggcacct 

cacccacatc 

cggcttgtcc 

tggtggtggc 

ctcctggtgc 
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ctgcacctgc actctagtga 
1920 

agcaggagtg ggagggtctg 
1980 

gctttggttt gaggaggtag 
2040 

agctgttgag ctcggggtgt 
2100 

tgctcctgct ggggccctgg 
2160 

ttcatgcccc tggaccagcc 
2220 

gctggggatt gagtcttgct 
2280 

tggaattctc cctggggaac 
2340 

tccttatcct cccctctgta 
2400 

cagcagagct cctgggcctg 
2460 

tcactgtcac cctttctgcc 
2520 

ggcagaaggc ttgcacttgg 
2580 

ctgaccacca tttaaggact 
2640 

gcctatgcga gtcccctaga 
2700 

acatgagaca tactgacaga 
2760 

aataggtaaa ttgacaagaa 
2820 

gggataaacc aattcctatc 


ccctgggtgc cgccagaccc 
caatggcatc gccctgtcct 
agatatgtgt atccatagga 
cttccccaag gcatgtggct 
actctgcctt agctcccacc 
ttatctcaga cctgcttacc 
gctctgccca gccctgttct 
ctactttctg ctcagtgagg 
agtgttttag ggtctggctt 
ctgcctgcac accacatcgc 
ttggtttccc tagctgagcc 
gccaaagggc ctaaggtcca 
ctaagccaga atggaaaatt 
gagaggcatt gtactgatat 
atctgtaagc taataaaatg 
gtatttattg , tttttccata 
cttttttata tgtgtaagta 


ttctcttcta caaagacccc 
gccttggcca gaagcctgga 
agagatctgt cagaacaggc 
cagcagcaag aaaggcaagt 
tctcagcctt gttattgggt 
tgcatgatgc ctttttgggg 
attctgcagg gtccctgtgt 
ctccggccag aaacctggag 
ttgcaggcac cctctgacct 
ctacctacaa tgccaaagcc 
acgctgccca tgcagcagag 
ctggacagtt gggaaaacac 
caccaggact ccattcttaa 
ataaatatta tataatatat 
taagaaaagg ttaaaaaaag 
ttgctttatt gccttccttg 
aagcctgaag tg 


2872 

<210> 2800 
<211> 294 
. <212> PRT 
<213 > Homo sapiens 


<400 > 2800 


Met 

Ser 

Pro 

Phe 

Leu 

Phe 

Cys 

Cys 

Met 

Met 

Val 

Gly 

Gly 

Gly Glu 

Asp 

1 




5 





10 





15 


Thr 

Phe 

Met 

Ala 

Ser 

Pro 

Tyr 

Lys 

Pro 

Glu 

lie 

Ser 

Arg 

Glu 

Gin 

Ala 




20 





25 





30 



He 

Ala 

Leu 

Leu 

Lys 

Asp 

Gin 

Glu 

Pro 

Gly 

Ala 

Phe 

lie 

lie 

Arg 

Asp 



35 





40 





45 




Ser 

His 

Ser 

Phe 

Arg 

Gly 

Ala 

Tyr 

Gly 

Leu 

Ala 

Met 

Lys 

Val 

Ser 

Ser 


50 





55 





60 





Pro 

Pro 

Pro 

Thr 

lie 

Met 

Gin 

Gin 

Asn 

Lys 

Lys 

Gly 

Asp 

Met 

Thr 

His 

65 





70 





75 





80 

Glu 

Leu 

Val 

Arg 

His 

Phe 

Leu 

lie 

Glu 

Thr 

Gly 

Pro 

Arg 

Gly Val 

Lys 





85 





90 





95 


Leu 

Lys 

Gly 

Cys 

Pro 

Asn 

Glu 

Pro 

Asn 

Phe 

Gly 

Ser 

Leu 

Ser 

Ala 

Leu 
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100 





105 





110 



Val Tyr 

Gin 

His 

Ser 

lie 

lie 

Pro 

Leu 

Ala 

Leu 

Pro 

Cys 

Lys 

Leu 

Val 

115 





120 





125 




lie Pro 

Asn 

Arg 

Asp 

Pro 

Thr 

Asp 

Glu 

Ser 

Lys 

Asp 

Ser 

Ser 

Gly 

Pro 

130 





135 





140 





Ala Asn 

Ser 

Thr 

Ala 

Asp 

Leu 

Leu 

Lys 

Gin 

Gly 

Ala 

Ala 

Cys 

Asn 

Val 

145 




150 





155 





160 

Leu Phe 

He 

Asn 

Ser 

Val 

Asp 

Met 

Glu 

Ser 

Leu 

Thr 

Gly 

Pro 

Gin 

Ala 




165 





170 





175 


lie Ser 

Lys 

Ala 

Thr 

Ser 

Glu 

Thr 

Leu 

Ala 

Ala 

Asp 

Pro 

Thr 

Pro 

Ala 


180 





185 





190 



Ala Thr 

lie 

Val 

His 

Phe 

Lys 

Val 

Ser 

Ala 

Gin 

Gly 

lie 

Thr 

Leu 

Thr 


195 





200 





205 




Asp Asn 

Gin 

Arg 

Lys 

Leu 

Phe 

Phe 

Arg 

Arg 

His 

Tyr 

Pro 

Leu 

Asn 

Thr 

210 





215 





220 





Val Thr 

Phe 

Cys 

Asp 

Leu 

Asp 

Pro 

Gin 

Glu 

Arg 

Lys 

Trp 

Met 

Lys 

Thr 

225 




230 





235 





240 

Glu Gly 

Gly 

Ala 

Pro 

Ala 

Lys 

Leu 

Phe 

Gly 

Phe 

Val 

Ala 

Arg 

Lys 

Gin 


245 





250 





255 


Gly Ser 

Thr 

Thr 

Asp 

Asn 

Ala 

Cys 

His 

Leu 

Phe 

Ala 

Glu 

Leu 

Asp 

Pro 



260 





265 





270 



Asn Gin 

Pro 

Ala 

Ser 

Ala 

lie 

Val 

Asn 

Phe 

Val 

Ser 

Lys 

Val 

Met 

Leu 


275 





280 





285 




Asn Ala 

Gly 

Gin 

Lys 

Arg 












290 


<210> 2801 
<211> 549 
<212> DNA 

<213 > Homo sapiens 
<4 00> 2801 

ggggcaagcg tcagtcagga cgggagtccg gcgggttaca gcggaggcct aggtggcaga 
60 

cagggggccc gggccgctgc gtgttgtcca cccaagatgg agttcctcct ggggaacccg 
120 

ttcagcacac cagtggggca gtgcctcgaa aaggcaacag atggctccct gcaaagtgag 
180 

gattggacgt tgaatatgga gatctgtgac atcatcaatg agacggagga agggccaaag 
240 7 

gatgccattc gagccctgaa gaagcggctc aacgggaacc ggaactacag agaggtgatg 
300 

ctggcattaa cagtgctgga gacatgtgtg aagaactgtg gccaccgctt ccacatcctt 
360 

gtggccaacc gagatttcat cgacagtgtt ctggtcaaaa ttatatctcc caagaacaac 
420 

cctcccacca ttgtacagga caaagtgctt gctctgatcc aggcatgggc tgatgccttt 
480 

cgaagcagtc ctgatctcac cggcgttgtg cacatatatg aggagctgaa gaggaaaggg 
54 0 

gttgaattc 

549 

<210> 2802 


2040 



WO 00/58473 


PCT/US00/08621 


<211 > 151 
<212> PRT 
<213 > Homo sapiens 

<400 > 2802 


Met 

Glu 

Phe 

Leu 

Leu 

Gly 

Asn 

Pro 

Phe 

Ser 

Thr 

Pro 

Val 

Gly 

Gin 

Cys 

1 




5 





10 





15 


Leu 

Glu 

Lys 

Ala 

Thr 

Asp Gly Ser 

Leu 

Gin 

Ser 

Glu 

Asp 

Trp 

Thr 

Leu 




20 





25 





30 



Asn 

Met 

Glu 

lie 

Cys 

Asp 

lie 

lie 

Asn 

Glu 

Thr 

Glu 

Glu Gly 

Pro 

Lys 



35 





40 





45 




Asp 

Ala 

He 

Arg 

Ala 

Leu 

Lys 

Lys 

Arg 

Leu 

Asn 

Gly 

Asn Arg 

Asn 

Tyr 


50 





55 





60 





Arg 

Glu 

Val 

Met 

Leu 

Ala 

Leu 

Thr 

Val 

Leu 

Glu 

Thr 

Cys 

Val 

Lys 

Asn 

65 





70 





75 





80 

Cys 

Gly 

His 

Arg 

Phe 

His 

lie 

Leu 

Val 

Ala 

Asn 

Arg 

Asp 

Phe 

lie 

Asp 





85 





90 





95 


Ser 

Val 

Leu 

Val 

Lys 

lie 

lie 

Ser 

Pro 

Lys 

Asn 

Asn 

Pro 

Pro 

Thr 

lie 




100 





105 





110 



Val 

Gin 

Asp 

Lys 

Val 

Leu 

Ala 

Leu 

lie 

Gin 

Ala 

Trp Ala 

Asp 

Ala 

Phe 



115 





120 





125 




Arg 

Ser 

Ser 

Pro 

Asp 

Leu 

Thr Gly 

Val 

Val 

His 

lie 

Tyr 

Glu 

Glu 

Leu 


130 





135 





140 





Lys 

Arg 

Lys 

Gly 

Val 

Glu 

Phe 











145 150 

<210> 2803 
<211> 459 
<212> DNA 

<213> Homo sapiens 
<4 00 > 2803 

nccatggcca cgcctgggct ccagcagcat cagcagcccc caggaccggg gaggcacagg 
60 

tggcccccac cacccggagg agcagctcct gcccctgtcc gggggatgac tgattctcct 
120 

ccgccagccg tagggtgtgt gctgtccggg ctcacgggga ccctgtctcc gagtcgttcg 
180 

tgcagcgtgt gtaccagccc ttcctcacca cctgcgacgg gcaccgggcc tgcagcacct 
240 

accgcaatat gccagccgcc atgccggaac ggagggagct gtgtccagcc tggccgctgc 
300 

cgctgccctg caggatggcg gggtgacact tgccagtcag atgtggacna gtgcaatgaa 
360 

ggaagaagtg cagaggctgc agtccagggt ggacctgctg gaggagaagc tgcagctggt 
420 

actggcccca ctgcacagcc tggcctcgca ggcactgga 
459 

<210> 2804 
<211 > 153 
<2 12 > PRT 

<213> Homo sapiens 
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<400> 2804 

Xaa Met Ala Thr Pro Gly Leu Gin 
1 5 

Gly Arg His Arg Trp Pro Pro Pro 
20 

Val Arg Gly Met Thr Asp Ser Pro 
35 40 

Ser Gly Leu Thr Gly Thr Leu Ser 
50 55 

Thr Ser Pro Ser Ser Pro Pro Ala 
65 70 

Thr Ala lie Cys Gin Pro Pro Cys 
85 

Pro Gly Arg Cys Arg Cys Pro Ala 
100 

Ser Asp Val Asp Xaa Cys Asn Glu 
115 120 

Gin Gly Gly Pro Ala Gly Gly Glu 
130 135 

Ala Gin Pro Gly Leu Ala Gly Thr 
145 150 

<210> 2805 
<211> 771 
<212> DNA 

<213> Homo sapiens 
<400> 2805 

nnaaatttct gtgtggtgga gctgctgcct 
60 

aagtttaatc agacctgctc acacttcaga 
120 

gatctctgga atagctacca ggcaaagaaa 
180 

atgaatgaga agcaactctt ccatgggaca 
240 

aatggcttta accgcagcta tgccggaaag 
300 

tttgctgtca atgccaatta ttctgccaat 
360 

agaaagcatg tgtattatgt gcgagtactt 
420 

ttaattgtgc ctccttcaaa gaaccctcaa 
480 

gataatgtgc accatccaag tttatttgtg 
540 

taccttatta cgtttagaaa ataacacttt 
600 

tgtacatatc tagttgtaaa acaagtttta 
660 

tttctaatat ccaaggatca ttctttgtcg 
720 

tcataatgga aatgaactta ttatcttgag 
771 


Gin His Gin Gin Pro Pro Gly Pro 
10 15 

Pro Gly Gly Ala Ala Pro Ala Pro 
25 30 

Pro Pro Ala Val Gly Cys Val Leu 
45 

Pro Ser Arg Ser Cys Ser Val Cys 
60 

Thr Gly Thr Gly Pro Ala Ala Pro. ... 

75 80 

Arg Asn Gly Gly Ser Cys Val Gin 
90 95 

Gly Trp Arg Gly Asp Thr Cys Gin 
105 no 

Gly Arg Ser Ala Glu Ala Ala Val 
125 

Ala Ala Ala Gly Thr Gly Pro Thr 
140 

Gly 


agtgatcctg agtacaacac ggtggcaagc 
atagagaaga ttgagaggat ccagaatcca 
aaaactatgg atgccaagaa tggccagaca 
gatgccggct ccgtgccaca cgtcaatcga 
aatgctgtgg catatggaaa gggaacctat 
gatacgtact ccagaccaga tgcaaatggg 
actggaatct atacacatgg aaatcattca 
aatcctactg acctgtatga cactgtcaca 
gcattttatg actaccaagc atacccagag 
ggtatccttc ccacaaaatt attctccatt 
gctttttttt ttaattcctc ttaacagatt 
ctgcagtcag atctttcttc agcttctctt 
agccaaataa cttggaaatt t 
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<210> 2806 
<211> 187 
<212> PRT 

<213 > Homo sapiens 
<400> 2806 


Xaa 

Asn 

Phe 

Cys 

Val 

Val 

Glu 

Leu 

Leu 

Pro 

Ser 

Asp 

Pro 

Glu 

Tyr 

Asn 

1 




5 





10 





15 


Thr 

Val 

Ala 

Ser 

Lys 

Phe 

Asn 

Gin 

Thr 

Cys 

Ser 

His 

Phe 

Arg 

lie 

Glu 




20 





25 





30 



Lys 

He 

Glu 

Arg 

lie 

Gin 

Asn 

Pro 

Asp 

Leu 

Trp 

Asn 

Ser 

Tyr 

Gin 

Ala 



35 





40 





45 




Lys 

Lys 

Lys 

Thr 

Met 

Asp 

Ala 

Lys 

Asn 

Gly Gin 

Thr 

Met 

Asn 

Glu 

Lys 


50 





55 





60 





Gin 

Leu 

Phe 

His 

Gly Thr 

Asp 

Ala 

Gly 

Ser 

Val 

Pro 

His 

Val 

Asn Arg 

65 





70 





75 





80 

Asn 

Gly 

Phe 

Asn 

Arg 

Ser 

Tyr 

Ala 

Gly 

Lys 

Asn 

Ala 

Val 

Ala 

Tyr Gly 





85 





90 





95 


Lys 

Gly 

Thr 

Tyr 

Phe 

Ala 

Val 

Asn 

Ala 

Asn Tyr 

Ser 

Ala 

Asn 

Asp 

Thr 




100 





105 





110 



Tyr 

Ser 

Arg 

Pro 

Asp 

Ala 

Asn 

Gly 

Arg 

Lys 

His 

Val 

Tyr 

Tyr 

Val 

Arg 



115 





120 





125 




Val 

Leu 

Thr Gly 

lie 

Tyr 

Thr 

His 

Gly 

Asn 

His 

Ser 

Leu 

lie 

Val 

Pro 


130 





135 





140 





Pro 

Ser 

Lys 

Asn 

Pro 

Gin 

Asn 

Pro 

Thr 

Asp 

Leu 

Tyr 

Asp 

Thr 

Val 

Thr 

145 





150 





155 





160 

Asp 

Asn 

Val 

His 

His 

Pro 

Ser 

Leu 

Phe 

Val 

Ala 

Phe 

Tyr 

Asp 

Tyr 

Gin 





165 





170 





175 


Ala 

Tyr 

Pro 

Glu 

Tyr 

Leu 

lie 

Thr 

Phe 

Arg 

Lys 









180 





185 









<210> 2807 
<211 > 1660 
<212 > DNA 

<213 > Homo sapiens 
<400> 2807 

tttttttttt ttttttttta aatgacacca gagggcttca ttgcaggtca ataggcctgt 
60 

caccatcacc ccacagcgag caagtctttt gttccctcag ctcctgcgac aaagtcagaa 
120 

cccaggtgct cagggccgcc tgtgaatgca ggtgccttgt cccaaacaga ggacatatta 
180 

atagggccat gatttcctgt tgccacaatt ttgccaaggc aggctggcac cagaacacca 
240 

aagaagggaa attatagtgg agtagcagtt tgtgaatctg gagtccttgg ttcaatcaca 
300 

gaacaagtag ggagaggagc caggacctag gccttcaggt tttcagcaag gaaggactct 
360 

caggccatcc ttgcagttca gttaacagga ggaagcaagg atccccagag agctggagta 
420 

ctctgactct cggatagaaa ggcaggacaa tcggagcctg gggttcacgt gagtcaggaa 
480 
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agggagctct ccacactgga atcgctgtag 
540 

cggtttcctt tccagctcaa aagaaagcac 
600 

aagtgtccag aggaacatgg tcatgggctc 
660 

tccaggccct gcaaactgca agaccactct 
720 

ggcccactct ctaggacaca gccctagtgc 
780 

cacggcttcg gcagtcccat cctccaccag 
840 

ctgcgtaggg caagtggagc ccaggcgagt 
900 

ataagcacac acccagaaga gctgaaggct 
960 

ggcctggaat ggggactgac caccctgcag 
1020 

aacgctgatg gtggtctcag ggggaaaact 
1080 

acaacaataa acattgtgag atctggaaac 
1140 

ggctcctgga agtagtccta gtgagggagg 
1200 

gtgagggggg aattcacatt cagcagtctc 
1260 

catggcccc;c gtgttcccca gtttcatcca 
1320 

ccgtgacaaa atctcagcgg agaaagacac 
1380 

gtcggtcagt gaggattcag gcaatgactt 
1440 

ggagctttca agctccagag tccagttgtc 
1500 

caactccaga ggacgccgag atatgcagga 
1560 

agcggggcca ggagctacga gtcggtacac 
1620 

gactgaagag ccaaagaaaa tgaggtgaac 
1660 


ccgaggaggt tctaatggga cgatcttcga 
aataggacgg aggacagagg ggctagtaca 
gtcaaccctg gctgaagact caagttgggc 
gcctggcact tggacgaaat ctaggaggga 
tgctgccaca tggtgattcc tacaggtcac 
gagcctgatg atggcctggc ttatagctgt 
gcactttccc tgccggcaga tgctggtaca 
gaagacagag acgatatggc aagaggcagt 
aagttcagcc aggtagatgt ggggcagggg 
-caggacctgc acataagtgg atgaccggaa 
ccttttctcc aactggctga agtggacccg 
caagtgtggg tcttctatat atacatccag 
aagagcgact gttagcttca cacaccttct 
gagagacgcc acaaggggtt cacatagtgt 
caaggaatct gtgaaattgt cactgagcag 
gtttgcatcc agcacatctt ggatatcctg 
ctggacagtg aggcaggatg cacaaccagc 
tgaaccatcc ttttcaaaca acattggtgt 
ctgtcccggg tgcaagaact caaaccagcg 
cctctgatca 


<210> 2808 

<211> 390 

<212 > PRT 

<213 > Homo sapiens 

<400> 2808 

Met Leu Phe Glu Lys Asp Gly Ser Ser Cys lie Ser Arg Arg Pro- Leu 
15 10 15 

Glu Leu Ala Gly Cys Ala Ser Cys Leu Thr Val Gin Asp Asn Trp Thr 
20 25 30 

Leu Glu Leu Glu Ser Ser Gin Asp lie Gin Asp Val Leu Asp Ala Asn 
35 40 45 

Lys Ser Leu Pro Glu Ser Ser Leu Thr Asp Leu Leu Ser Asp Asn Phe 
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50 





55 





60 





Thr 

Asp 

Ser 

Leu 

val 

Ser 

Phe 

Ser 

Ala 

Glu 

lie 

Leu 

Ser 

Arg 

Thr 

Leu 

65 




70 





75 





80 

Cys 

Glu 

Pro 

Leu 

Val 

Ala 

Ser 

Leu 

Trp 

Met 

Lys 

Leu 

Gly Asn 

Thr 

Gly 




85 





90 





95 


Ala 

Met 

Arg 

Arg 

Cys 

Val 

Lys 

Leu 

Thr 

Val 

Ala 

Leu 

Glu 

Thr 

Ala 

Glu 




100 





105 





110 



Cys 

Glu 

Phe 

Pro 

Pro 

His 

Leu 

Asp 

Val 

Tyr 

lie 

Glu 

Asp 

Pro 

His 

Leu 



115 





120 





125 




Pro 

Pro 

Ser 

Leu 

Gly 

Leu 

Leu 

Pro Gly 

Ala 

Arg 

Val 

His 

Phe 

Ser 

Gin 


130 





135 





140 





Leu 

Glu 

Lys 

Arg 

Val 

Ser 

Arg 

Ser 

His 

Asn 

Val 

Tyr 

Cys 

Cys 

Phe 

Arg 

145 





150 





155 





160 

Ser 

Ser 

Thr 

Tyr 

Val 

Gin 

Val 

Leu 

Ser 

Phe 

Pro 

Pro 

Glu 

Thr 

Thr 

lie 





165 





170 





175 


Ser 

Val 

Pro 

Leu 

Pro 

His 

lie 

Tyr 

Leu 

Ala 

Glu 

Leu 

Leu 

Gin 

Gly 

Gly 




180 





185 





190 



Gin 

Ser 

Pro 

Phe 

Gin 

Ala 

Thr 

Ala 

Ser 

Cys 

His 

lie 

Val 

Ser 

Val 

Phe 



195 





200 





205 




Ser 

Leu 

Gin 

Leu 

Phe 

Trp 

Val 

Cys 

Ala 

Tyr 

Cys 

Thr 

Ser 

lie 

Cys 

Arg 


210 





215 





220 





Gin 

Gly 

Lys 

Cys 

Thr 

Arg 

Leu 

Gly Ser 

Thr 

Cys 

Pro 

Thr 

Gin 

Thr 

Ala 

,225 





230 


* 



235 





240 

.lie 

Ser 

Gin 

Ala 

lie 

lie 

Arg 

Leu 

Leu 

Val 

Glu 

Asp 

Gly Thr 

Ala 

Glu 





245 





250 





255 


Ala 

Val 

Val 

Thr 

Cys 

Arg 

Asn 

His 

His 

Val 

Ala 

Ala 

Ala 

Leu 

Gly 

Leu 




260 





265 





270 



Cys 

Pro 

Arg 

Glu 

Trp 

Ala 

Ser 

Leu 

Leu 

Asp 

Phe 

Val 

Gin 

Val 

Pro 

Gly 



275 





280 





285 




Arg 

Val 

Val 

Leu 

Gin 

Phe 

Ala 

Gly 

Pro 

Gly 

Ala 

Gin 

Leu 

Glu 

Ser 

Ser 


290 





295 





300 





Ala 

Arg 

Val 

Asp 

Glu 

Pro 

Met 

Thr 

Met 

Phe 

Leu 

Trp 

Thr 

Leu 

Cys 

Thr 

305 





310 





315 





320 

Ser 

Pro 

Ser 

Val 

Leu 

Arg 

Pro 

lie 

Val 

Leu 

Ser 

Phe 

Glu 

Leu 

Glu 

Arg 





325 





330 





335 


Lys 

Pro 

Ser 

Lys 

lie 

Val 

Pro 

Leu 

Glu 

Pro 

Pro 

Arg 

Leu 

Gin 

Arg 

Phe 




340 





345 





350 



Gin 

Cys 

Gly 

Glu 

Leu 

Pro 

Phe 

Leu 

Thr 

His 

Val 

Asn 

Pro 

Arg 

Leu Arg 



355 





360 





365 




Leu 

Ser 

Cys 

Leu 

Ser 

lie 

Arg 

Glu 

Ser 

Glu 

Tyr 

Ser 

Ser 

Ser 

Leu Gly 


370 





375 





380 





He 

Leu 

Ala 

Ser 

Ser 

Cys 











385 





390 












<210> 2809 

<211> 1502 

<212> DNA 

<2 13 > Homo sapiens 

<4 00 > 2809 

ncattttttg gcatttgtgt ttagaaccag gaggaaggcg gaaggtaggg agggagggct 
60 

ggtccccctc tgagggggct ctagtgcctg accctgatct gtcctcattc gacagctgaa 
120 
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actgttaagc 

180 

gctggcccag 

tccccccacc 

ccacccagcc 

gtgtactgcc 

tgggctcccc 

tcaaagggaa 

240 

atttttacgg 

aaacatcttg gcagcaagtg 

gaaaaagatc 

tatggcccat 

gaaccaactg 

300 

aaaactccaa 

gaaccctctg 

tctgcctctg 

ccagcagcga 

gtcctaagcg 

cagaatccag 

360 

agctcgtagc 

tgtcctcagc 

tgtaactact 

gtttcagaat 

gttgctgctg 

catacatttg 

420 

tcatgtcagc 

cagccagctc 

cgtgggtgag 

agtgtgcgtg 

tgcgcgtgtc 

tgtgtgtgtg 

480 

tgcgtctgtg 

tgtgcgtgtc 

tgtgtgtgtg 

cacgtctgtg 

cgtctgtgtg 

tgcgcgtctg 

540 

tgtgcgcgtg 

tgtctgtgcg 

tgtgtgcgtc 

tgtgtgtgcg 

tctgtgcgcg 

tgtgtgtgcg 

600 

cgtctgtgtg 

tatgtgtgca 

cgcgccngcg 

tctgtgtgtg 

cacgtgcgtg 

nntctctgca 

660 

cgcgtgtctg 

tgtatgtgtg 

cacgcgtgtg 

tctgtgtgtg 

tgcacgcgcg 

tgcacgtcac 

720 

caccggagca 

tttagggttt 

ggtacaagat 

ggttctaaaa 

tggcaaaggt 

ttttcgtgtt 

780 

tgtttgtttt 

gtttctttgg 

aaaaagaaaa 

ggaaaggaaa 

atcatgcaga 

atcgcaagca 

840 

ttcagactgg 

acgaccggct 

cgtattccga 

tcagtcgctt 

ccattgttag 

catcgtacac 

900 

gattgtgatt 

tttatgtcaa 

aagaagccaa 

aacttgcaat 

actattttta 

gcagacaaaa 

960 

aaaagaacta 

agtataaaat gtataaatat 

ttttgacttg 

aacatttgga 

tggcactggg 

1020 

tgcaagtaga 

gcatccatcc 

ttcggatgga 

atgtttggaa 

aaaagagact 

tttaaaaagg 

1080 

agacggttgt 

tttaaagagt 

ctgtttaggg 

gttaaagtac 

tgtaactcac 

gactgttaaa 

1140 

aaataaattt 

tcctgtgctg 

taaaggaagg 

tttcacagta 

ccactgagtt 

agatttcagc 

1200 

cacagatgct 

tagctttttt 

tttttgtctt 

ttttttaagg 

aggaagcctt 

tgttttgttt 

1260 

tcctgagccc 

tcactctgtt 

tttgtgctgt 

tactcggtag 

agtcaagact 

gttacttttt 

1320 

agccatggct 

gacattgtat 

caataactaa 

aactgaaaca 

ttcaaaagcg 

aacagggaaa 

1380 

ccgagggctt 

caagcgtgct 

cagagccgtt 

tcagacagtg 

gaaatccatg 

acaaacaaaa 

1440 

ggatgtgatc 

attaattgta 

aagcgctttg 

taaaattcac 

atttacaaaa 

taataaagtc 

1500 

aa 

1502 

<210> 2810 
<211> 102 
<212> PRT 
<213 > Homo 

agttcaaacc 

sapiens 

taaaaaaaaa 

aaaaaaaaaa 

aaaaaaaaaa 

aaaaaaaaaa 
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<400> 2810 

Glu Cys Ala Cys Ala Arg Val Cys Val Cys Val Arg Leu Cys Val Arg 
15 10 15 

Val 'Cys Val Cys Ala Arg Leu Cys Val Cys Val Cys Ala Ser Val Cys 
20 25 30 

Ala Cys Val Cys Ala Cys Val Arg Leu Cys Val Arg Leu Cys Ala Cys 
35 40 45 

Val Cys Ala Ser Val Cys Met Cys Ala Arg Ala Xaa Val Cys Val Cys 
50 55 60 

Thr Cys Val Xaa Leu Cys Thr Arg Val Cys Val Cys Val His Ala Cys 

65 70 75 80 

Val Cys Val Cys Ala Arg Ala Cys Thr Ser Pro Pro Glu His Leu Gly 

85 90 95 

Phe Gly Thr Arg Trp Phe 
100 

<210> 2811 
<211> 591 
<212> DNA 

<213> Homo sapiens 
<400> 2811 

nnacgcgtgt aggttgggtg cacttacaag taagtataaa ctgctcttca attcaagttt 
60 

attaatgctg ccccacccca gggttttaat ccggtctggg cagaagcggg cgataaaagc 
120 

caaaggagac cataaagtgt aggatatttc ctggttagtg gctgccgggt aatcacgatg 
180 

catccatctt cctcggcgtc gcagccctca gtagccagaa ggcagtctcc ttccctgggg 
240 

ggcaaaagcc ccgagcccag cctgcccngt tgccccgctc ccgcggtgga tgaacctcaa 
300 

cccnnttccc aggctcctcc tggccccagg gtcccaggac ccccgagacc ctggggtgcg 
360 

gcgccactga ggcccagacc gggggaagga gaccctgtca ctcgggagcg gagccctgtc 
420 

ccgggagcga cggaaatgcc tcctccacgc cccaaggttc ctgctccgcc aggcccaacc 
480 

ggaaggagtc ctcgggccgc agtggggcac caccgggccg ccggccctcc aggctgcgtg 
540 

gggccttctc tcagtgggca actggggagc tagcccgggg cggccgcaag c 
591 

<210> 2812 
<211> 131 
<212> PRT 

<213 > Homo sapiens 
<400> 2812 

Met His Pro Ser Ser Ser Ala Ser Gin Pro Ser Val Ala Arg Arg Gin 
15 10 15 

Ser Pro Ser Leu Gly Gly Lys Ser Pro Glu Pro Ser Leu Pro Xaa Cys 
20 25 30 

Pro Ala Pro Ala Val Asp Glu Pro Gin Pro Xaa Ser Gin Ala Pro Pro 
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35 40 45 

Gly Pro Arg Val Pro Gly Pro Pro Arg Pro Trp Gly Ala Ala Pro Leu 
50 55 60 

Arg Pro Arg Pro Gly Glu Gly Asp Pro Val Thr Arg Glu Arg Ser Pro 

65 70 75 80 

Val Pro Gly Ala Thr Glu Met Pro Pro Pro Arg Pro Lys Val Pro Ala 

85 90 95 

Pro Pro Gly Pro Thr Gly Arg Ser Pro Arg Ala Ala Val Gly His His 
100 10.5 110 

Arg Ala Ala Gly Pro Pro Gly Cys Val Gly Pro Ser Leu Ser Gly Gin 
115 120 125 

Leu Gly Ser 
130 

<210> 2813 

<211> 2417 

<212> DNA 

<213 > Homo sapiens 

<400> 2813 

ntcatgatct cattcacaat attggtggtc cctgagagtg gagcagtgga gtgattgacg 
60 

tgcctgagtt tgaagagagt taaccactgg aatctctcat gttgtttatt ccctccaaaa 
120 

tgctgcagtt cagtgttgtc ccagatttta tgcttgtgct tagatttctc tgttctctaa 
180 

tttgttaagt ttgtctttaa tatttcacag gctttcttga tcatggatgg tgaagatata 
240 

ccagattttt caagtttaaa ggaggaaact gcttattgga aggaactttc cttgaagtat 
300 

aagcaaagct tccaggaagc tcgggatgag ctagttgaat tccaggaagg aagcagagaa 
360 

ttagaagcag agttggaggc acaattagta caggctgaac . aaagaaatag agacttgcag 
420 

gctgataacc aaagactgaa atatgaagtg gaggcattaa aggagaagct agagcatcaa 
480 

tatgcacaga gctataagca ggtctcagtg ttagaagatg atttaagtca gactcgggcc 
540 

attaaggagc agttgcataa gtatgtgaga gagctggagc aggccaacga cgacctggag 
600 

cgagccaaaa gggcaacaat agtttcactg gaaactttga acaaactaaa ccaggccatt 
660 

gaacgaaatg catttttaga aagtgaactt gatgaaaagg aatctttgtt ggtctctgta 
720 

cagaggttaa aggatgaagc aagagattta aggcaagaac tagcagttcg ggaaagacaa 
780 

caggaagtaa ctagaaagtc ggctcctagc tctccaactc tagactgtga aaagatggac 
840 

tccgccgtcc aagcatcact ttctttgcca gctacccctg ttggcaaagg aacggagaac 
900 

acttttcctt caccgaaagc tataccaaat ggttttggta ccagtccact aactccctct 
960 

gctaggatat cagcactaaa catcgtgggg gatctcttac ggaaagtagg ggctttagaa 
1020 
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tccaaattag cagcttgcag 
1080 

tcagggaatg ttaactgtgg 
1140 

catacatctt tcttcgacaa 
1200 

ggtctgggct cctcgcgtcc 
1260 

ctagcctcca ggggggctcc 
1320 

tcggtgcctg ggcccagccc 
1380 

ggctgcatgc agtggcggct 
1440 

tactggctat tttctcttct 
1500 

ggtcgcaagg tgatacatac 
1560 

cacacctgcc ccatagcccc 
1620 

attgcaaatc ttctagaagt 
1680 

cacccaggca tctccagtgc 
1740 

ggcctgtttc tggcaaagag 
1800 

ctgattttac ttaagcagct 
1860 

gtctgagccc cacgtggcag 
1920 

ctgtctcctc ctctgtgcgc 
1980 

ccttcccgtc cttcagttca 
2040 

cgtcccgttg tgttaggaag 
2100 

gggtggactg aacagcggcg 
2160 

tactgtttac atttgtttta 
2220 

tatataactt gggctttgta 
2280 

ctgatggtgt cctcctctgg 
2340 

ccctcaaaaa aattctttta 
2400 

aaaaaaaaaa aaaaaaa 
2417 


gaattttgca aaggaccaag 
ggtgctgaat ggcaatggca 
aggggcagta aacggctttg 
atcgtcagcg ccgggtatgt 
tgccctcctc caacaaccca 
cgtgcccctc cgtctgcctc 
actgggccct gcccagcccc 
cgccgtagtg ccgttggttt 
gtgtattact tggtcactgg 
cactctgctg tactgatagg 
tctcccccaa atcaggtcaa 
tcatgatcat gtgtccccca 
tcaggaaggt tactgaatta 
accattccat ggacttgcct 
gagcctctgg gacggggcac 
ctcagactcg gggtgaggga 
acgacatcct tggagtgttt 
ggtgagtggc tggttccagg 
gctgtccctg tgcatccttt 
ttgtacatag gtttgtaaac 
gcttttattt attcagaacg 
gcagctgtat aggatcatca 
atgtggaaac aataaatttc 


catcacgaaa atcctatatt 
caaagttctc tcgatcaggg 
accccgctcc tcctcctcct 
gcctctcagt gtgtgagtgc 
ggacacccac gcctcacccc 
cgcacggctg gcagagggca 
ggaactctgc gcgatatcaa 
cacatgattg cacttttgtg 
atgcagaagt acccattcat 
atttagttgt gttttaggac 
tgtgtgccct cctgagctcc 
actccacccc tcacagtttg 
gggaacattt tctgcacctt 
cccagagcag cacaatgccc 
acacaggccc agcctctgtg 
ggcgggcagc ctctcgccag 
ttgttttctc ttccaagggc 
gtgggccggt gccagctccg 
gattactctc atgctgcatt 
attattgcct gagatatttg 
catacggcat gttaatgact 
tgtggttaca aaaaatactt 
acagaaaaaa aaaaaaaaaa 


<210> 2814 

<211> 471 

<2 12 > PRT 

<213 > Homo sapiens 
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< 400 > 2814 

Phe Val Lys Phe Val Phe 
1 5 

Gly Glu Asp lie Pro Asp 
20 

Trp Lys Glu Leu Ser Leu 
35 

Asp Glu Leu Val Glu Phe 
50 

Leu Glu Ala Gin Leu Val 
65 70 

Ala Asp Asn Gin Arg Leu 
85 

Leu Glu His Gin Tyr Ala 
100 

Asp Asp Leu Ser Gin Thr 
115 

Val Arg Glu Leu Glu Gin 
130 

Ala Thr He Val Ser Leu 
145 150 

Glu Arg Asn Ala Phe Leu 
165 

Leu Val Ser Val Gin Arg 
180 

Glu Leu Ala Val Arg Glu 
195 

Pro Ser Ser Pro Thr Leu 
210 

Ala Ser Leu Ser Leu Pro 
225 230 

Thr Phe Pro Ser Pro Lys 
245 

Leu Thr Pro Ser Ala Arg 
260 

Leu Arg Lys Val Gly Ala 
275 

Phe Ala Lys Asp Gin Ala 
290 

Asn Cys Gly Val Leu Asn 
305 310 

His Thr Ser Phe Phe Asp 
325 

Pro Pro Pro Pro Gly Leu 
340 

Met Cys Leu Ser Val Cys 
355 

Leu Leu Gin Gin Pro Arg 
370 

Pro Ser Pro Val Pro Leu 
385 390 

Gly Cys Met Gin Trp Arg 
405 

Ala Arg Tyr Gin Tyr Trp 


Asn lie Ser Gin Ala Phe 
10 

Phe Ser Ser Leu Lys Glu 
25 

Lys Tyr Lys Gin Ser Phe 
40 

Gin Glu Gly Ser Arg Glu 
55 60 
Gin Ala Glu Gin Arg Asn 
75 

Lys Tyr Glu Val Glu Ala 
90 

Gin Ser Tyr Lys Gin Val 
105 

Arg Ala lie Lys Glu Gin 
120 

Ala Asn Asp Asp Leu Glu 
135 140 

Glu Thr Leu Asn Lys Leu 
155 

Glu Ser Glu Leu Asp Glu 
170 

Leu Lys Asp Glu Ala Arg 
185 

Arg Gin Gin Glu Val Thr 
200 

Asp Cys Glu Lys Met Asp 
215 220 

Ala Thr Pro Val Gly Lys 
235 

Ala lie Pro Asn Gly Phe 
250 

lie Ser Ala Leu Asn lie 
265 

Leu Glu Ser Lys Leu Ala 
280 

Ser Arg Lys Ser Tyr lie 
295 300 

Gly Asn Gly Thr Lys Phe 
315 

Lys Gly Ala Val Asn Gly 
330 

Gly Ser Ser Arg Pro Ser 
345 

Glu Cys Leu Ala Ser Arg 
360 

Thr Pro Thr Pro His Pro 
375 380 

Arg Leu Pro Pro His Gly 
395 

Leu Leu Gly Pro Ala Gin 
410 

Leu Phe Ser Leu Leu Ala 
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Leu lie Met Asp 
15 

Glu Thr Ala Tyr 
30 

Gin Glu Ala Arg 
45 

Leu Glu Ala Glu 

Arg Asp Leu Gin 
60 

Leu Lys Glu Lys 
95 

Ser Val Leu Glu 
110 

Leu His Lys Tyr 
125 

Arg Ala Lys Arg 

Asn Gin Ala lie 
160 

Lys Glu Ser Leu 
175 

Asp Leu Arg Gin 
190 

Arg Lys Ser Ala 
205 

Ser Ala Val Gin 

Gly Thr Glu Asn 
240 

Gly Thr Ser Pro 
255 

Val Gly Asp Leu 
270 

Ala Cys Arg Asn 
285 

Ser Gly Asn Val 

Ser Arg Ser Gly 
320 

Phe Asp .Pro Ala 
335 

Ser Ala Pro Gly 
350 

Gly Ala Pro Ala 
365 

Ser Val Pro Gly 

Trp Gin Arg Ala 
400 

Pro Arg Asn Ser 
415 

Val Val Pro Leu 
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420 

Val Ser His Asp Cys Thr Phe Val 
435 440 

lie Thr Trp Ser Leu Asp Ala Glu 
450 455 

lie Ala Pro Thr Leu Leu Tyr 
465 470 

<210> 2815 

<211> 1421 

<212> DNA 

<213> Homo sapiens 

<400> 2815 

ncagcggagg agagagtggg cgccaccgtg 
60 

agatgagctg ggcaggcctc gcggagcaag 
120 

tgcggggaga cttaggggtc atgctttgtg 
180 

cgcctggagg cacaggccat gaggggctct 
240 

ttggcagtgg gcggcacaga gcacgcctac 
300 

gctcacgggg accctgtctc cgagtcgttc 
360 

acctgcgacg ggcaccgggc ctgcagcacc 
420 

cgcagccctg ggctggcccc tgccaggcct 
480 

accagcgggc ttcctggggc ctgtggagca 
540 

gggagctgtg tccagcctgg ccgctgccgc 
600 

cagtcagatg tggatgaatg cagtgctagg 
660 

accgccggca gttactggtg ccagtgttgg 
720 

ctctgtgtgc ccaagggagg gccccccagg 
780 

gcaatgaagg aagaagtgca gaggctgcag 
840 

cagctggtgc tggccccact gcacagcctg 
900 

ccccggcagc ctcctggtgc actccttcca 
960 

gcagatttcc ttcctggagg agcagctggg 
1020 

tgcccagcgc cccaggctgg actgagc ccc 
1080 

cccaacatgc tgggggtcca gaagccacct 
1140 

ccttcctcct cttcctcctc cccttcctca 
1200 


425 430 

Gly Arg Lys Val lie His Thr Cys 
445 

Val Pro lie His His Thr Cys Pro 
460 


gggctgtccc accggtggag gctccagcgg 
tgcaaactgc acccgcgtcc tgggggcatc 
ccccaggcca cccagaggag aaggccaccc 
caggaggtgc tgctgatgtg gcttctggtg 
cggcccggcc gtagggtgtg tgctgtccgg 
gtgcagcgtg tgtaccagcc cttcctcacc 
taccgaacca tctataggac cgcctaccgc 
cgctacgcgt gctgccccgg ctggaagagg 
gcaatatgcc agccgccatg ccggaacgga 
tgccctgcag gatggcgggg tgacacttgc 
aggggcggct gtccccagcg ctgcgtcaac 
gaggggcaca gcctgtctgc agacggtaca 
gtggccccca acccgacagg agtggacagt 
tccagggtgg acctgctgga ggagaagctg 
gcctcgcagg caggagcatg ggctcccgga 
gcagctcggc cgcatcgact ccctgagcga 
gtcctgctcc tgcaagaaag actcngtgac 
tcacgccgcc ctgcagcccc catgcccctg 
cggggtgact gagcggaagg ccaggcaggg 
ggaggctccc cagaccctgg catgggatgg 
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gctgggatct tctctgtgaa tccacccctg gctaccccca ccctggctac cccaacggca 
1260 

tcccaaggcc aggtgggccc tcagctgagg gaaggtacga gctccctgct ggagcctggg 
1320 

acccatggca caggccaggc agcccggagg ctgggtgggg cctcagtggg ggctgctgcc 
1380 

tgacccccag cacaataaaa atgaaacgtg aaaaaaaaaa a 


1421 

<210> 2816 

<211> 307 

<212> PRT 

<213> Homo sapiens 


<4 00> 2816 


Met 

Arg 

Gly 

Ser 

Gin 

Glu 

Val 

Leu 

l 




5 




Val 

Gly 

Gly 

Thr 

Glu 

His 

Ala 

Tyr 




20 





Val 

Arg 

Ala 

His 

Gly 

Asp 

Pro 

Val 



35 





40 

Tyr 

Gin 

Pro 

Phe 

Leu 

Thr 

Thr 

Cys 


50 





55 


Tyr 

Arg 

Thr 

He 

Tyr 

Arg 

Thr 

Ala 

65 





70 



Pro 

Ala 

Arg 

Pro 

Arg 

Tyr 

Ala 

Cys 





85 




Gly Leu 

Pro 

Gly 

Ala 

Cys 

Gly 

Ala 




100 





Asn Gly 

Gly 

Ser 

Cys 

Val 

Gin 

Pro 



115 





120 

Trp 

Arg 

Gly 

Asp 

Thr 

Cys 

Gin 

Ser 


130 





135 


Arg Gly 

Gly 

Cys 

Pro 

Gin 

Arg 

Cys 

145 





150 



Cys 

Gin 

Cys 

Trp 

Glu 

Gly 

His 

Ser 





165 




Val 

Pro 

Lys 

Gly 

Gly 

Pro 

Pro 

Arg 




180 





Asp 

Ser 

Ala 

Met 

Lys 

Glu 

Glu 

Val 



195 





200 

Leu 

Leu 

Glu 

Glu 

Lys 

Leu 

Gin 

Leu 


210 





215 


Ala 

Ser 

Gin 

Ala 

Gly 

Ala 

Trp 

Ala 

225 





230 



Ala 

Leu 

Leu 

Pro 

Ala 

Ala 

Arg 

Pro 





245 




Phe 

Leu 

Pro 

Gly 

Gly 

Ala 

Ala 

Gly 




260 





Xaa 

Asp 

Cys 

Pro 

Ala 

Pro 

Gin 

Ala 



275 





280 

Ala 

Ala 

Pro 

Met 

Pro 

Leu 

Pro 

Asn 


290 





295 



Arg Gly Asp 


Leu 

Met 

Trp 

Leu 

Leu 

Val 

Leu 

Ala 


10 





15 


Arg 

Pro 

Gly 

Arg 

Arg 

Val 

Cys 

Ala 

25 





30 



Ser 

Glu 

Ser 

Phe 

val 

Gin 

Arg 

Val 





45 




Asp 

Gly 

His 

Arg 

Ala 

Cys 

Ser 

Thr 




60 





Tyr 

Arg 

Arg 

Ser 

Pro 

Gly 

Leu 

Ala 



75 





80 

Cys 

Pro 

Gly 

Trp 

Lys 

Arg 

Thr 

Ser 


90 





95 


Ala 

lie 

Cys 

Gin 

Pro 

Pro 

Cys 

Arg 

105 





110 



Gly Arg 

Cys 

Arg 

Cys 

Pro 

Ala 

Gly 





125 




Asp 

Val 

Asp 

Glu 

Cys 

Ser 

Ala 

Arg 




140 





Val 

Asn 

Thr 

Ala 

Gly 

Ser 

Tyr 

Trp 



155 





160 

Leu 

Ser 

Ala 

Asp 

Gly 

Thr 

Leu 

Cys 


170 





175 


Val 

Ala 

Pro 

Asn 

Pro 

Thr 

Gly 

Val 

185 





190 



Gin 

Arg 

Leu 

Gin 

Ser 

Arg 

Val 

Asp 





205 




Val 

Leu 

Ala 

Pro 

Leu 

His 

Ser 

Leu 




220 





Pro Gly 

Pro 

Arg 

Gin 

Pro 

Pro 

Gly 



235 





240 

His 

Arg 

Leu 

Pro 

Glu 

Arg 

Ala 

Asp 


250 





255 


Val 

Leu 

Leu 

Leu 

Gin 

Glu 

Arg 

Leu 

265 





270 



Gly Leu 

Ser 

Pro 

Ser 

Arg 

Arg 

Pro 





285 




Met 

Leu 

Gly 

Val 

Gin 

Lys 

Pro 

Pro 




300 
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305 

<210> 2817 

<211> 219 

<212> DNA 

<213 > Homo sapiens 

<400> 2817 

nntggctttt ctgtctctct ctcttttttt cttgtagatc acgagctgct caggcaagag 
60 

ctgaacacgc ggtttctggt gcagagcgcc gagcggcctg gcgcctccct gggcccgggg 
120 

gttctgctgc gggcggagtt ccatcagcac cagcacacac accagcacac gcaccaacac 
180 

acacaccagc accaacacac attcgccccc ttcacgcgt 
219 

<210> 2818 
<211> 73 
<212> PRT 

<213> Homo sapiens 
<400 > 2818 

Xaa Gly Phe Ser Val Ser Leu Ser Phe Phe Leu Val Asp His Glu Leu 
1 5 10 15 

Leu Arg Gin Glu Leu Asn Thr Arg Phe Leu Val Gin Ser Ala Glu Arg 
20 25 30 

Pro Gly Ala Ser Leu Gly Pro Gly Val Leu Leu Arg Ala Glu Phe His 
35 40 45 

Gin His Gin His Thr His Gin His Thr His Gin His Thr His Gin His 
50 55 60 

Gin His Thr Phe Ala Pro Phe Thr Arg 
65 70 

<210> 2819 
<211 > 730 
<212> DNA 

<213> Homo sapiens 
<400> 2819 

ncgaccgccg tgccccagat caacatcact atcttgaaag gggagaaggg tgaccgcgga 
60 

gatcgaggcc tccaagggaa atatggcaaa acaggctcag caggggccag gggccacact 
120 

ggacccaaag ggcagaaggg ctccatgggg gcccctgggg agcggtgcaa gagccactac 
180 

gccgcctttt cggtgggccg ggaagcccat gcacagcaac cactactacc agacgtgatc 
240 

ttcgacacgg agttcgtgaa cctctacgac cacttcaaca tgttcaccgg caagttctac 
300 

tgctacgtgc ccggcctcta cttcttcagc ctcaacgtgc acacctggaa ccagaaggag 
360 

acctacctgc acatcatgaa gaacgaggag gaggtggtga tcttgttcgc gcaggtgggc 
420 
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gaccgcagca tcatgcaaag ccagagcctg atgctggagc 
480 

tgggtacgcc tctacaaggg cgaacgtgag aacgccatct 
540 

tacatcacct tcagtggcta cctggtcaag cacgccaccg 
600 

ctcctttcct ctcgccacct tccacccctg cgctgtgctg 
660 

atccctggac tccgactccc tggctttggc attcagtgag 
720 

gccaaagcga 

730 

<210> 2820 
<211> 195 
<212 > PRT 

<213 > Homo sapiens 
<400> 2820 


Xaa Thr 

Ala 

Val 

Pro 

Gin 

lie 

Asn 

lie 

Thr 

lie 

1 



5 





10 


Gly Asp 

Arg 

Gly 

Asp 

Arg Gly 

Leu 

Gin 

Gly 

Lys 



20 





25 



Ser Ala 

Gly 

Ala 

Arg 

Gly His 

Thr Gly 

Pro 

Lys 


35 





40 




Met Gly 

Ala 

Pro 

Gly 

Glu Arg 

Cys 

Lys 

Ser 

His 

50 





55 





Val Gly 

Arg 

Glu 

Ala 

His 

Ala 

Gin 

Gin 

Pro 

Leu 

65 




70 





75 

Phe Asp 

Thr 

Glu 

Phe 

Val 

Asn 

Leu 

Tyr 

Asp 

His 




85 





90 


Gly Lys 

Phe 

Tyr 

Cys 

Tyr 

Val 

Pro Gly 

Leu 

Tyr 



100 





105 



Val His 

Thr 

Trp 

Asn 

Gin 

Lys 

Glu 

Thr 

Tyr 

Leu 


115 





120 




Glu Glu 

Glu 

Val 

Val 

He 

Leu 

Phe 

Ala 

Gin 

Val 

130 





135 





Met Gin 

Ser 

Gin 

Ser 

Leu 

Met 

Leu 

Glu 

Leu 

Arg 

145 




150 





155 

Trp Val 

Arg 

Leu 

Tyr 

Lys 

Gly 

Glu Arg 

Glu 

Asn 




165 





170 


Glu Leu 

Asp 

Thr 

Tyr 

lie 

Thr 

Phe 

Ser 

Gly 

Tyr 


180 185 


Thr Glu Pro 
195 

<210 > 2821 
<211> 1746 
<212> DNA 

<213 > Homo sapiens 
<400> 2821 

nnagactgca gttcctcgct tacctgtgca gtctaatttt 
60 


tgcgagagca ggaccaggtg 
tcagcgagga gctggacacc 
agccctagct ggccggccac 
accccaccgc ctcttccccg 
acgccctgca cacacagaaa 


Leu 

Lys 

Gly 

Glu 

15 

Lys 

Tyr 

Gly 

Lys 

30 

Thr Gly 

Gly 

Gin 

45 

Lys 

Gly Ser 

Tyr 

60 

Ala 

Ala 

Phe 

Ser 

Leu 

Pro 

Asp 

Val 

lie 

80 

Phe 

Asn 

Met 

Phe 

95 

Thr 

Phe 

Phe 

Ser 

110 

Leu 

Asn 

His 

lie 

125 

Met 

Lys 

Asn 

Gly 
14 0 

Asp 

Arg 

Ser 

lie 

Glu 

Gin 

Asp 

Gin 

Val- 
. 160 

Ala 

lie 

Phe 

Ser 

175 

Glu 

Leu 

Val 

Lys 

190 

His 

Ala 


gagctgcctc tttgtagtct 
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taaaaggcag gagcttcgtg 
120 

tgtgtactcc tcgccatggc 
180 

gcagtagatg atgttccttt 
240 

attatcaata aattgctgga 
300 

ctcatcaagg gccagtttct 
360 

tcatcagaag aagttgtgga 
420 

caatgcatgt tccatgatga 
480 

actggttctt atggtaagac 
540 

attgtgggac atacggatgt 
600 

tgcttattan ttgagtgctt 
660 

gagaaacaaa gtgaaagccc 
720 

atagctgttg atggctcagg 
780 

atctggtcta cagtccctac 
840 

agaaagaaac agaagacaga 
900 

ggccacatgg aggcagtttc 
960 

tcttgggacc atacaattag 
1020 

acaggaaata aagtgtttaa 
1080 

ggaagcacag ataggcatat 
1140 

tcgctgtccc taacgtcaca 
1200 

gaacagcagc tgatttcagg 
1260 

tgtaaggctc ctctctatga 
1320 

acagacacag ggctacttct 
1380 

tcacctacca cttcccatgt 
1440 

tttctgtaaa tgaaattggt 
1500 

gccttttgaa gtttatataa 
1560 

tattttgtat ttataataag 
1620 

tctatacaaa cttgaaatta 
1680 


ttgtgggtct gctaacccgt 
acaactccaa acacgtttct 
ctcaatccct gccacctcag 
gaccaaaaat gagctccaca 
tcgaatgccc ttggacaaac 
aatagaatac gtggagaagt 
ctggatcagt tcaattaaag 
ttctcggatc tggtccttgg 
tgtaaaagat gtggcctggg 
ctatggatca gactattctc 
tacactgctg nntagaggtc 
aactaaattt tgcagtggct 
agatgaagaa gatgaaatgg 
acagttggga ctaacaagga 
ctcagttctg tggtcagatg 
gttgagtctg 
ttgtatttcc tattctccac 
cagactgtgg gatccccgaa 
tactggttgg gtgacatcag 
atctttagat aacattgtta 
tctggctgct catgaagaca 
gagtggagga gcagacaata 
tggggcatga aagtgaacaa 
agagaaccat gaaattacat 
tgttttcacc cttcataaca 
ataggttgtg tttataaaat 
aactgagttt tacatttctc 


acgtttccgt gggcaagtcg 
acactgataa caagaaatat 
aagttgctga ccttagtaat 
aacatgtgga gtttgatttc 
acatggaaat ggaagacatc 
atactgcacc ccagccagag 
gggcagagga atggatcttg 
aaggaaagtc aataatgaca 
tgaaaaaaga tagtttgtcc 
ttatgggagt ggaatgtaga 
atgctggaag tgtagattct 
cctgggataa gatgctaaag 
aggagtccac aaatcgacca 
ctcccatagt gaccctctct 
ctgaagaaat ctgcagtgca 
gcagtcttaa gtcaactttg 
tttgtaaacg tttagcatct 
ctaaagatgg ttctttggtg 
taaaatggtc tcctacccat 
agctgtggga tacaagaagt 
aagttctgag tgtagactgg 
aattgtattc ctacagatat 
taatttgact atagagatta 
agatgcagat gcagaaagca 
gctaacgtat cactttttct 
acaaactgtg gcatacattc 
tttaaaggta ttggtttgaa 
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ttcagatttg cttttttatt tttatttgtt ttttttttga gatggagtat tgctctgttg 

1740 

cctagg 

1746 

<210> 2822 

<211> 424 

<212> PRT 

<213> Homo sapiens 


<400> 2822 


Met 

Ala 

Gin 

Leu 

Gin 

Thr 

Arg 

Phe 

Tyr 

Thr 

Asp 

Asn 

Lys 

Lys 

Tyr 

Ala 

1 




5 





10 





15 


Val Asp 

Asp 

Val 

Pro 

Phe 

Ser 

lie 

Pro 

Ala 

Thr 

Ser 

Glu 

val 

Ala 

Asp 




20 





25 





30 



Leu 

Ser 

Asn 

lie 

lie 

Asn 

Lys 

Leu 

Leu 

Glu 

Thr 

Lys 

Asn 

Glu 

Leu 

His 



35 





40 





45 




Lys 

His 

Val 

Glu 

Phe 

Asp 

Phe 

Leu 

lie 

Lys 

Gly 

Gin 

Phe 

Leu 

Arg 

Met 

50 





55 





60 





Pro 

Leu 

Asp 

Lys 

His 

Met 

Glu 

Met 

Glu 

Asp 

lie 

Ser 

Ser 

Glu 

Glu 

Val 

65 





70 





75 





80 

Val 

Glu 

lie 

Glu 

Tyr 

Val 

Glu 

Lys 

Tyr 

Thr 

Ala 

Pro 

Gin 

Pro 

Glu 

Gin 





85 





90 





95 


Cys 

Met 

Phe 

His 

Asp 

Asp 

Trp 

lie 

Ser 

Ser 

lie 

Lys 

Gly 

Ala 

Glu 

Glu 



- 

100 





105 





110 



Trp 

He 

Leu 

Thr 

Gly 

Ser 

Tyr 

Gly 

Lys 

Thr 

Ser 

Arg 

lie 

Trp 

Ser 

Leu 



115 





120 





125 




Glu Glv 

Lys 

Ser 

lie 

Met 

Thr 

lie 

Val 

Gly 

His 

Thr 

Asp 

val 

Val 

Lys 


130 





135 





140 





Asp 

Val 

Ala 

Trp 

Val 

Lys 

Lys 

Asp 

Ser 

Leu 

Ser 

Cys 

Leu 

Leu 

Xaa 

Glu 

145 





150 





155 





160 

Cys 

Phe 

Tyr 

Gly 

Ser 

Asp 

Tyr 

Ser 

Leu 

Met 

Gly 

Val 

Glu 

Cys 

Arg 

Glu 





165 





170 





175 


Lys 

Gin 

Ser 

Glu 

Ser 

Pro 

Thr 

Leu 

Leu 

Xaa 

Arg 

Gly 

His 

Ala 

Gly 

Ser 



180 





185 





190 



Val 

Asp 

Ser 

lie 

Ala 

Val 

Asp 

Gly 

Ser 

Gly 

Thr 

Lys 

Phe 

Cys 

Ser 

Gly 



195 





200 





205 




Ser 

Trp 

Asp 

Lys 

Met 

Leu 

Lys 

lie 

Trp 

Ser 

Thr 

Val 

Pro 

Thr. 

Asp 

Glu 


210 





215 





220 





Glu 

Asp 

Glu 

Met 

Glu 

Glu 

Ser 

Thr 

Asn 

Arg 

Pro 

Arg 

Lys 

Lys 

Gin 

Lys 

225 




230 





235 





240 

Thr 

Glu 

Gin 

Leu 

Gly 

Leu 

Thr 

Arg 

Thr 

Pro 

lie 

Val 

Thr 

Leu 

Ser 

Gly 





245 





250 





255 


His 

Met 

Glu 

Ala 

Val 

Ser 

Ser 

Val 

Leu 

Trp 

Ser 

Asp 

Ala 

Glu 

Glu 

lie 




260 





265 





270 



Cys 

Ser 

Ala 

Ser 

Trp 

Asp 

His 

Thr 

lie 

Arg 

Val 

Trp 

Asp 

Val 

Glu 

Ser 


275 





280 





285 




Gly Ser 

Leu 

Lys 

Ser 

Thr 

Leu 

Thr 

Gly 

Asn 

Lys 

Val 

Phe 

Asn 

Cys 

lie 


290 





295 





300 





Ser 

Tyr 

Ser 

Pro 

Leu 

Cys 

Lys 

Arg 

Leu 

Ala 

Ser 

Gly 

Ser 

Thr 

Asp 

Arg 

305 





310 





315 





320 

His 

lie 

Arg 

Leu 

Trp 

Asp 

Pro 

Arg 

Thr 

Lys 

Asp 

Gly 

Ser 

Leu 

Val 

Ser 





325 





330 





335 


Leu 

Ser 

Leu 

Thr 

Ser 

His 

Thr 

Gly 

Trp 

Val 

Thr 

Ser 

Val 

Lys 

Trp 

Ser 
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340 345 350 

Pro Thr His Glu Gin Gin Leu He Ser Gly Ser Leu Asp Asn lie Val 
355 360 365 

Lys Leu Trp Asp Thr Arg Ser Cys Lys Ala Pro Leu Tyr Asp Leu Ala 
370 375 380 

Ala His Glu Asp Lys Val Leu Ser Val Asp Trp Thr Asp Thr Gly Leu 

385 390 395 400 

Leu Leu Ser Gly Gly Ala Asp Asn Lys Leu Tyr Ser Tyr Arg Tyr Ser 

405 410 415 

Pro Thr Thr Ser His Val Gly Ala 
420 

<210> 2823 

<211> 461 

<212> DNA 

<213 > Homo sapiens 

<400> 2823 

cggccgcagc cttccccttt actcctggct gacaccatga. actgctccca cgttcacccc 
60 

gttgtgtctg tcagtggggg aagggggcgg aaccctcatg ctggggttcg ggtggacgtg 
120 

ggtgggtggt gacccctgtt gggaggcaga cacagtcaca ggcgtcgccc ttgggaaggg 
180 

cagccggaga agctggccct gtgtgggcct gggcctgtag ggtttcccag tggctttgcg 
240 

gagccagaga gctggatggc acctggtcca gccaagcaaa gccccgaggg caggggctgg 
300 

atggggacac gcacatgtcc cttggccacg acaaaatggc agtgatgctg cttgccttcc 
360 

tgcagcatct gtgaggatca aatgcgtgca cctacgcaaa gcatccgcac atagcaagtg 
420 

ctcacctagc acaggagccc cgtgctcctc ccaagtctca g 
461 

<210> 2824 
<211> 81 
<212> PRT 
<213 > Homo sapiens 

<400> 2824 

Met Cys Val Ser Pro Ser Ser Pro Cys Pro Arg Gly Phe Ala Trp Leu 
1 5 10 15 

Asp Gin Val Pro Ser Ser Ser Leu Ala Pro Gin Ser His Trp Glu Thr 
20 25 30 

Leu Gin Ala Gin Ala His Thr Gly Pro Ala Ser Pro Ala Ala Leu Pro 
35 40 45 

Lys Gly Asp Ala Cys Asp Cys Val Cys Leu Pro Thr Gly Val Thr Thr 
50 55 60 

His Pro Arg Pro Pro Glu Pro Gin His Glu Gly Ser Ala Pro Phe Pro 
65 70 75 80 

His 
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<210> 2825 . 

<211> 1520 
<212> DNA 

<213> Homo sapiens 
<400> 2825 

tgtctaacac ttgcttgcta 
60 

ggtgcagatc aagagcacaa 
120 

gatggacatg tagaggtggc 
180 

gcagattcat ttgaatctcc 
240 

gctctactta ttgaaagggg 
300 

ttgatggaag cagctcgaga 
360 

agcnaaatat caatgcacag 
420 

tgtggaggct ttctggaagt 
480 

gggtgttcta cccctttaat 
540 

ttattagctg caggagctaa 
600 

tatgcctgtg aaaatggtca 
660 

ttagacaagc aggaggacat 
720 

gaacatgaat ctgaaggtgg 
780 

tgtactgttc agttcttaat 
840 

gaccatactg tactgtccct 
900 

ttggctcatg gggcagatcc 
960 

gcagcaaaag gtggccatac 
1020 

ctttcagccc ctccaccaga 
1080 

gctcctcgtg taccagttca 
1140 

ccacctgcca atgtcgccac 
1200 

tccagcagcc atttgccagc 
1260 

ccagagagca ttgtagaaga 
1320 

gaagccatag aaaagaatgc 
1380 

accaaggaga agatcgagga 
1440 


caaaggccat ttggatatgg 
aacagatgag atgcacactg 
acgtttgctt ttggatagtg 
attgacgcta gctgcctgtg 
agcaaatctt gaagaagtta 
aggacatgaa gaaatggtgg 
acagaagaaa ctcaagaaac 
ggcagacttt ctaattaagg 
ggaagctgct caagagggtc 
cgttcatgca acaacagcaa 
tactgatgta gcagatgtct 
gaagactatt ttggagggca 
aagaactcct ttaatgaaag 
tagtaaagga gcgaatgtga 
ggcttgtgca gggggtcatc 
tactcaccgt ttgaaagatg 
aagtgttgtt tgctatctct 
tgtcactcag ttaactcccc 
agcactgccc atggttgttc 

cactcttccc atcaggaata 

« 

aaacagccag gatgtacagg 
ggctcaggga aagttaacag 
acagctgcag tccttggaac 
gctcaacaaa acaagggagg 


ttcgctttct acttgaagct 
ccttaatgga ggcctgcatg 
gtgctcaagt gaacatgcct 
gaggacatgt tgaattggca 
atgatgaagg atacactccc 
cattacttct tagcacaagg 
tgctcttgac tctggcttgc 
caggagccga tatagaacta 
atttggagtt agttaaatac 
caggggatac agcactaaca 
tacttcaggc aggcgcagat 
tagatccggc caagcatctg 
ctgcaagagc tggtcatgtt 
atagaaccac agctaataat 
tggcagtggt ggaactactt 
gctcaactat gttgatagaa 
tggattatcc taataacttg 
catcccacga tttaaatagg 
cacctcagga gcctgacaaa 
aagctgcttc taaacaaaag 
gttacatcac caatcagtct 
aactggaaca gaggataaaa 
tggctcatgc tgaccaactt 
aacaaattca gaagaaacaa 
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aagattttgg aggaactaca gaaagtagaa cgagagttac aactgaaaac tcagcagcag 
1500 

ctaaaaaagc agtatctaga 
1520 


<210> 2826 
<211> 506 
<212> PRT 

<213 > Homo sapiens 


<400> 2826 


Cys 

Leu 

Thr 

Leu 

Ala 

Cys 

Tyr 

Lys 

1 




5 




Leu 

Leu 

Glu 

Ala 

Gly 

Ala 

Asp 

Gin 




20 





Thr 

Ala 

Leu 

Met 

Glu 

Ala 

Cys 

Met 



35 





40 

Leu 

Leu 

Leu 

Asp 

Ser 

Gly 

Ala 

Gin 


50 





55 


Glu 

Ser 

Pro 

Leu 

Thr 

Leu 

Ala 

Ala 

65 





70 



Ala 

Leu 

Leu 

He 

Glu 

Arg 

Gly 

Ala 





85 




Gly Tyr 

Thr 

Pro 

Leu 

Met 

Glu 

Ala 




100 





val 

Ala 

Leu 

Leu 

Leu 

Ser 

Thr 

Arg 



115 





120 

Lys 

Lys 

Leu 

Lys 

Lys 

Leu 

Leu 

Leu 


130 





135 


Leu 

Glu 

Val 

Ala 

Asp 

Phe 

Leu 

lie 

145 





150 



Gly Cys 

Ser 

Thr 

Pro 

Leu 

Met 

Glu 





165 




Leu 

Val 

Lys 

Tyr 

Leu 

Leu 

Ala 

Ala 




180 





Ala 

Thr 

Gly 

Asp 

Thr 

Ala 

Leu 

Thr 



195 





200 

Asp val 

Ala 

Asp 

Val 

Leu 

Leu 

Gin 


210 





215 


Glu 

Asp 

Met 

Lys 

Thr 

lie 

Leu 

Glu 

225 





230 



Glu 

His 

Glu 

Ser 

Glu 

Gly 

Gly 

Arg 





245 




Ala Gly 

His 

Val 

Cys 

Thr 

Val 

Gin 




260 





Val 

Asn 

Arg 

Thr 

Thr 

Ala 

Asn 

Asn 



275 





280 

Cys 

Ala 

Gly 

Gly 

His 

Leu 

Ala 

Val 


290 





295 


Ala Asp 

Pro 

Thr 

His 

Arg 

Leu 

Lys 

305 





310 



Ala 

Ala 

Lys 

Gly 

Gly 

His 

Thr 

Ser 





325 




Pro 

Asn 

Asn 

Leu 

Leu 

Ser 

Ala 

Pro 


Gly His 

Leu 

Asp 

Met 

Val 

Arg 

Phe 


10 





15 


Glu 

His 

Lys 

Thr 

Asp 

Glu 

Met 

His 

25 





30 



Asp Gly 

His 

Val 

Glu 

Val 

Ala 

Arg 





45 




Val 

Asn 

Met 

Pro 

Ala 

Asp 

Ser 

Phe 




60 





Cys Gly 

Gly 

His 

Val 

Glu 

Leu 

Ala 



75 





80 

Asn 

Leu 

Glu 

Glu 

Val 

Asn 

Asp 

Glu 


90 





95 


Ala 

Arg 

Glu 

Gly 

His 

Glu 

Glu 

Met 

105 





110 



Ser 

Xaa 

lie 

Ser 

Met 

His 

Arg 

Gin 





125 




Thr 

Leu 

Ala 

Cys 

Cys 

Gly 

Gly 

Phe 




140 





Lys 

Ala 

Gly 

Ala 

Asp 

lie 

Glu 

Leu 



155 





160 

Ala 

Ala 

Gin 

Glu 

Gly 

His 

Leu 

Glu 


170 





175 


Gly Ala 

Asn 

Val 

His 

Ala 

Thr 

Thr 

185 





190 



Tyr 

Ala 

Cys 

Glu 

Asn 

Gly 

His 

Thr 





205 




Ala Gly 

Ala 

Asp 

Leu 

Asp 

Lys 

Gin 




220 





Gly 

lie 

Asp 

Pro 

Ala 

Lys 

His 

Leu 



235 





240 

Thr 

Pro 

Leu 

Met 

Lys 

Ala 

Ala 

Arg 


250 





255 


Phe 

Leu 

lie 

Ser 

Lys 

Gly 

Ala 

Asn 

265 





270 



Asp 

His 

Thr 

val 

Leu 

Ser 

Leu 

Ala 





285 




Val 

Glu 

Leu 

Leu 

Leu 

Ala 

His 

Gly 




300 





Asp Gly 

Ser 

Thr 

Met 

Leu 

lie 

Glu 



315 





320 

Val 

Val 

Cys 

Tyr 

Leu 

Leu 

Asp 

Tyr 


330 





335 


Pro 

Pro 

Asp 

Val 

Thr 

Gin 

Leu 

Thr 
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340 





345 





350 



Pro 

Pro 

Ser 

His 

Asp 

Leu 

Asn 

Arg 

Ala 

Pro 

Arg 

val 

Pro 

Val 

Gin 

Ala 



355 





360 





365 




Leu 

Pro 

Met 

Val 

Val 

Pro 

Pro 

Gin 

Glu 

Pro 

Asp 

Lys 

Pro 

Pro 

Ala 

Asn 


370 





375 





380 





Val 

Ala 

Thr 

Thr 

Leu 

Pro 

lie 

Arg 

Asn 

Lys 

Ala 

Ala 

Ser 

Lys 

Gin 

Lys 

385 





390 





395 





400 

Ser 

Ser 

Ser 

His 

Leu 

Pro 

Ala 

Asn 

Ser 

Gin 

Asp 

Val 

Gin 

Gly 

Tyr 

lie 





405 





410 





415 


Thr 

Asn 

Gin 

Ser 

Pro 

Glu 

Ser 

lie 

Val 

Glu 

Glu 

Ala 

Gin 

Gly 

Lys 

Leu 




420 





425 





430 



Thr 

Glu 

Leu 

Glu 

Gin 

Arg 

lie 

Lys 

Glu 

Ala 

lie 

Glu 

Lys 

Asn 

Ala 

Gin 



435 





440 





445 




Leu 

Gin 

Ser 

Leu 

Glu 

Leu 

Ala 

His 

Ala 

Asp 

Gin 

Leu 

Thr 

Lys 

Glu 

Lys 


450 





455 





460 





lie 

Glu 

Glu 

Leu 

Asn 

Lys 

Thr 

Arg 

Glu 

Glu 

Gin 

lie 

Gin 

Lys 

Lys 

Gin 

465 





470 





475 





480 

Lys 

He 

Leu 

Glu 

Glu 

Leu 

Gin 

Lys 

Val 

Glu 

Arg 

Glu 

Leu 

Gin 

Leu 

Lys 




485 





490 





495 


Thr 

Gin 

Gin 

Gin 

Leu 

Lys 

Lys 

Gin 

Tyr 

Leu 










500 





505 









<210> 2827 

<211> 481 

<212> DNA 

<213> Homo sapiens 

<400> 2827 

cgggaggcag ctgctgccgc aggagatgct tcagaggatt cggacgcagg gtccagggcg 
60 

ctgcctttcc tgggcggcaa ccggctgagc ttggacctgt accccggggg ctgccagcag 
120 

ctgctgcacc tgtgtgtcca gcagcctctt cagctgctgc aggtggaatt cttgcgtctg 
180 

aacactcacg aagaccctca actgctggag gccaccctgg cccagctgcc tcaaaacctg 
240 

tcctgcctcc gctccctggt cctcaaaaga gggcaacgcc gggacacact gggtgcctgt 
300 

ctccggggtg ccctgaccaa cctgcccgct ggtctgagtg gcctggccca tctggcccac 
360 

ctggacctga gcttcaacag cctggagaca ctgccggcct gtgtcctgca gatgcgaggt 
420 

ctgggtgcgc tcttgctgtc tcacaactgc ctctctgagc tgcctgaggc tctgggggcc 

480 
c 

481 

<210> 2828 
<211> 160 
<212> PRT 

<213 > Homo sapiens 
<400> 2828 

Arg Glu Ala Ala Ala Ala Ala Gly Asp Ala Ser Glu Asp Ser Asp Ala 
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15 10 15 

Gly Ser Arg Ala Leu Pro Phe Leu Gly Gly Asn Arg Leu Ser Leu Asp 
20 25 30 

Leu Tyr Pro Gly Gly Cys Gin Gin Leu Leu His Leu Cys Val Gin Gin 
35 40 45 

Pro Leu Gin Leu Leu Gin Val Glu Phe Leu Arg Leu Asn Thr His Glu 
50 55 60 

Asp Pro Gin Leu Leu Glu Ala Thr Leu Ala Gin Leu Pro Gin Asn Leu 

65 70 75 80 

Ser Cys Leu Arg Ser Leu Val Leu Lys Arg Gly Gin Arg Arg Asp Thr 

85 90 95 

Leu Gly Ala Cys Leu Arg Gly Ala Leu Thr Asn Leu Pro Ala Gly Leu 
100 105 110 

Ser Gly Leu Ala His Leu Ala His Leu Asp Leu Ser Phe Asn Ser Leu 
115 120 125 

Glu Thr Leu Pro Ala Cys Val Leu Gin Met Arg Gly Leu Gly Ala Leu 
130 135 140 

Leu Leu Ser His Asn Cys Leu Ser Glu Leu Pro Glu Ala Leu Gly Ala 

145 150 155 160 

<210> 2829 
<211> 3648 
<212> DNA 

<213> Homo sapiens 
<4 00> 2829 

nntttttttt tttttttttt aatgtagcaa ttatatattt cgtcaattag aggtttgctc 
60 

tctaaaagca gatacttttc attttaaagt acataggata attctcaaga agtatttgct 
120 

gcagtactgg tggttatggc taaaaataga gcaatagtga aaataaaaat aagtgcctac 
180 

tctaaaacca ggaagatgca cagtgaaaac tttgaaaaat tattttgcca tgaaataatt 
240 

ttctaagcgt tttccttggg atattgattt tattgtatcg attgtattat attgtatggt 
300 

attagattag attagattgg attggattta tagcacccag gctacctcct tgagaaacag 
360 

caacttacct agcaaatcca cctttttcgc ctttaagaat acgttttcat tgaattccta 
420 

tttgtccaaa gatactaagt atgcccggtg gacctaagag acaaacccaa attagggaaa 
480 

gtaagctcag atggaaagag acctttggga tttcatttta ttatgtttta tatatgtttt 
540 

aatacctttt cacagattta aatccccagg gtgaatactc ccttctttgt tagtacctgg 
600 

cgtgtgttca gtagtcaaag taattaaaat tagcacctat ataatgagct tgtcattttt 
660 

aatgttcttt accaaccaga atcctaatga agtctaaaag gtttaggctg ggcacgttgg 
720 

ctcacgcctg caatcccagc ccaagaagtt cctttggcca agacgcacac acacacacca 
780ttctatttcc ttccagtgta acgacaacca caagctgtca gcacttcact 840 

atttgctgtc ccctcagcgg gatcgggatg cagctacgca gcgggcccct ggcgagccgc 
900 
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ggtgtcaggg cccttttctc 
960 

ccaagagcca gacctgagtt 
1020 

ccttccgccc cctctgatct 
1080 

ccctgagtca gccccgaatc 
1140 

aggcagattc ccctctacat 
1200 

gtgttaaatc tcgatggaca 
1260 

catggtatgc ttaagcaaca 
1320 

ctgagtgcac tttctcagct 
1380 

ttttcccagc ttgtagagtc 
1440 

ggagtcctgt ctgtaactag 
1500 

tatgtacatg ggtccaaact 
1560 

aagagatgtc agttgcactc 
1620 

atggatgtat gggaactaat 
1680 

agttgtcttt tagaaacact 
1740 

aaaaataaag tcctccgagc 
1800 

aagggctact gtgctgcact 
1860 

catgtttgct gtgaaacaga 
1920 

gcaggagggt atgagcgaag 
1980 

gttctgacct gcttgggaat 
2040 

cgggcagaag agcagacatg 
2100 

agttttgaga tgaccgtgga 
2160 

gaattttcag aagaggaacg 
2220 

aagaatagac gaaaaaataa 
2280 

gaaaaggaag taagccaaga 
2340 

tgtggcagca ctgaagatgg 
2400 

tcatgtacct gtcctagcag 
2460 

tctccacact gtaatggtag 
2520 


ctcttcccac cgtgggaagc 
tgtctctcac cccccgatgc 
cgacttctcg caacctatcc 
agacgggctt gactcgctga 
agacgacacc ctgacgatgg 
tcagaataat ggtgcacagc 
ggatctaagt attgccatgg 
tgtcccatgt gttggttgtc 
tggaaatcct gctcttgaac 
aagctgcatg actgatgcaa 
aaatgacatg atagatgcta 
cttagatacg cacaagccaa 
gtcgcaggaa tgcagggatg 
agaaacatat ctgcgaaaac 
atacaatatc cttattggtg 
ttatgaagcfc ttgcggtgct 
cttcattgca catcttttgg 
agaaaggcat gcaaagacaa 
tcatctttat gaaagactgc 
gcagatgctt ttctatcttg 
aaaagtacag ggtattagca 
agtaagagaa ctcaagcaag 
gtgtgtgtgt gatattccta 
gaaggaaaca gacttcatag 
taatacttgt gtagaagtaa 
tggcaatctt ttggggtccc 
tgattgtgga tattcatcta 


gaattcagtg gcgtcaaggg 
tcgtctccct tttctcactg 
aggtcctctc tgggcctctg 
aagaattccc cttcgagagg 
tgatggaatt tcctgataat 
taaagcagtt cattcagcga 
tggtgacatc acgcgaagtc 
gtcgcagtgt ggagcgtctc 
ccctaacagt agggcccaag 
agaagcttta tacattattt 
ttccaaaaag taagaagaat 
aacctttggg aggttgttgg 
aagtagtttt aattgactcg 
acaggttttg cactgattgc 
aacttgactg cagcaaagaa 
gtccacatga acgacacata 
gtcgtgctga gccagagttc 
tagatatagc tcaagaagaa 
atcgaatctg gcagaagcta 
gtgttgatgc tttacgcaag 
gattggaaca actttgtgag 
aaaagaaacg ccaaaaacgg 
ctcccttaca aacagcagat 
aaaatagcag ctgcaaagcc 
ttgttaccaa tgaaaataca 
ctaaaataaa gaaaggctta 
gcatggaagg gagtgaaaca 
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ggttctcggg agggttcgga 
2580 

ggtgatgact cttgtgttca 
2640 

gaatgttggg caaattctga 
2700 

aaaagcaaga tactgaaatg 
2760 

ccaggtaatc gagagacctc 
2820 

aaagatacac atcctgaaag 
2880 

tttgagcata ggaaaaatgt 
2940 

gattccggaa aaggtgccaa 
3000 

gatgaggaaa tctttatctc 
3060 

ttctacagca atagagaaca 
3120 

cggttaaatg atcacaagag 
3180 

taaataaata aaatagctct 
3240 

ctttcgaaaa actcttaatt 
3300 

tctttcttgt tttgggagac 
3360 

ctttagttgc gtggctgcgc 
3420 

gtttctcttc ctgtgagact 
3480 

taattctgta cagaaatgac 
3540 

tgcaaaatgt ttggatgtaa 
3600 

tattaatacg cacaaaaaaa 
3648 

<210> 2830 
< 211 > 668 
<212 > PRT 

<213> Homo sapiens 


<400> 2830 


Met 

Val 

Met 

Glu 

Phe 

l 

Asn 

Asn 

Gly 

Ala 

5 

Gin 

Lys 

Gin 

Gin 

20 

Asp 

Leu 

Leu 

Ser 

35 

Ala 

Leu 

Ser 

Val 

50 

Glu 

Arg 

Leu 

Phe 


tgttgcctgc actgaaggca 
tcactgtgaa gacaaagagg 
agagaacgac acaaaaggaa 
tgatgaacat atccagaagc 
aggaaatacc atgcacacag 
ctgttgcagc tctgaaaagg 
accacagttt gcagaaccta 
gagcttagtt gaactccttg 
acaagatgaa atacagtcat 
ataccgacag catctgaagg 
gcccatttgt agtggctggt 
gtctttcaat gaaacactca 
tagtgactta tggcaaaatt 
ggtggaggta tcctcattag 
aggcctgcca tatgatttaa 
tactaaagca acttagtggc 
aatgagctga atatatggtt 
tgttaaagcg caatgtgcaa 
aaaaaaaaaa aaaaaaaaaa 


Pro 

Asp 

Asn 

Val 

Leu 

10 

Asn 

Leu 

Lys 

Gin 

Phe 

25 

lie 

Gin 

Ser 

He 

Ala 

40 

Met 

Val 

Val 

Gin 

Leu 

55 

Val 

Pro 

Cys 

Val 

Ser 

Gin 

Leu 

Val 

Glu 

Ser 


tttgtaatca tgatgaacac 
atgatggtga tagttgtgtt 
aaaataaaaa gaagaagaag 
ttggaagctg tattacagat 
tgtttcaccg tgacaagacc 
gtgggcagcc attgccttgg 
cagaaacgtt gtttggtccc 
atgagtctga atgtacttca 
ttatggctaa taaccagtct 
agaaatttaa taaatactgc 
tgacaacggc tggagcaaat 
cgatgactac tgcgccttct 
ttatcttaaa tcaatgtgat 
ttctttcttc aggcttgtgt 
gccatctctt ttcattaaat 
aaaaagtaat gttgtactta 
ttacaaagta gacatccact 
aatttaaaat aaagaatatt 
aaaaaaaa 


Leu Asp Gly His Gin 
15 

Arg His Gly Met Leu 
30 

Thr Ser Arg Glu Val 
45 

Gly Cys Arg Arg Ser 
60 

Gly Asn Pro Ala Leu 
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65 





70 





75 





80 

Glu 

Pro 

Leu 

Thr 

Val 

Gly 

Pro 

Lys 

Gly Val 

Leu 

Ser 

Val 

Thr Arg 

Ser 





85 





90 





95 


Cys 

Met 

Thr 

Asp 

Ala 

Lys 

Lys 

Leu 

Tyr 

Thr 

Leu 

Phe 

Tyr 

Val 

His 

Gly 



100 





105 





110 



Ser 

Lys 

Leu 

Asn 

Asp 

Met 

lie 

Asp 

Ala 

lie 

Pro 

Lys 

Ser 

Lys 

Lys 

Asn 


115 





120 





125 




Lys 

Arg 

Cys 

Gin 

Leu 

His 

Ser 

Leu 

Asp 

Thr 

His 

Lys 

Pro 

Lys 

Pro 

Leu 

130 





135 





140 





Gly 

Gly 

Cys 

Trp 

Met 

Asp 

Val 

Trp 

Glu 

Leu 

Met 

Ser 

Gin 

Glu 

Cys 

Arg 

145 





150 





155 





160 

Asp 

Glu 

Val 

Val 

Leu 

lie 

Asp 

Ser 

Ser Cys 

Leu 

Leu 

Glu 

Thr 

Leu 

Glu 




165 





170 





175 


Thr 

Tyr 

Leu 

Arg 

Lys 

His 

Arg 

Phe 

Cys 

Thr 

Asp 

Cys 

Lys 

Asn 

Lys 

Val 




180 





185 





190 



Leu 

Arg 

Ala 

Tyr 

Asn 

lie 

Leu 

lie 

Gly Glu 

Leu 

Asp 

Cys 

Ser 

Lys 

Glu 


195 





200 





205 




Lys 

Gly 

Tyr 

Cys 

Ala 

Ala 

Leu 

Tyr 

Glu Gly 

Leu 

Arg 

Cys 

Cys 

Pro 

His 


210 





215 





220 





Glu 

Arg 

His 

lie 

His 

Val 

Cys 

Cys 

Glu 

Thr 

Asp 

Phe 

lie 

Ala 

His 

Leu 

225 




230 





235 





24 0 

Leu 

Gly 

Arg 

Ala 

Glu 

Pro 

Glu 

Phe 

Ala Gly 

Gly 

Tyr 

Glu 

Arg 

Arg 

Glu 



245 





250 





255 


Arg 

His 

Ala 

Lys 

Thr 

lie 

Asp 

lie 

Ala 

Gin 

Glu 

Glu 

Val 

Leu 

Thr 

Cys 



260 





265 





270 



Leu 

Gly 

He 

His 

Leu 

Tyr 

Glu 

Arg 

Leu 

His 

Arg 

lie 

Trp 

Gin 

Lys 

Leu 


275 





280 





285 




Arg 

Ala 

Glu 

Glu 

Gin 

Thr 

Trp 

Gin 

Met 

Leu 

Phe 

Tyr 

Leu 

Gly Val 

Asp 

290 





295 





300 





Ala 

Leu 

Arg 

Lys 

Ser 

Phe 

Glu 

Met 

Thr 

Val 

Glu 

Lys 

Val 

Gin Gly 

lie 

305 




310 





315 





320 

Ser 

Arg 

Leu 

Glu 

Gin 

Leu 

Cys 

Glu 

Glu 

Phe 

Ser 

Glu 

Glu 

Glu 

Arg 

Val 




325 





330 





335 


Arg 

Glu 

Leu 

Lys 

Gin 

Glu 

Lys 

Lys 

Arg 

Gin 

Lys 

Arg 

Lys 

Asn 

Arg 

Arg 



340 





345 





350 



Lys 

Asn 

Lys 

Cys 

Val 

Cys 

Asp 

lie 

Pro 

Thr 

Pro 

Leu 

Gin 

Thr 

Ala 

Asp 



355 





360 





365 




Glu 

Lys 

Glu 

Val 

Ser 

Gin 

Glu 

Lys 

Glu 

Thr 

Asp 

Phe 

lie 

Glu 

Asn 

Ser 


370 





375 





380 





Ser 

Cys 

Lys 

Ala 

Cys 

Gly 

Ser 

Thr 

Glu 

Asp 

Gly 

Asn 

Thr 

Cys 

Val 

Glu 

385 




390 





395 





400 

Val 

lie 

Val 

Thr 

Asn 

Glu 

Asn 

Thr 

Ser 

Cys 

Thr 

Cys 

Pro 

Ser 

Ser Gly 





405 





410 





415 


Asn 

Leu 

Leu 

Gly 

Ser 

‘ Pro 

Lys 

lie 

Lys 

Lys 

Gly 

Leu 

Ser 

Pro 

His 

Cys 




420 





425 





430 



Asn 

Gly 

Ser 

Asp 

Cys 

Gly 

Tyr 

Ser 

Ser 

Ser 

Met 

Glu 

Gly 

Ser 

Glu 

Thr 



435 





440 





445 




Gly 

Ser 

Arg 

Glu 

Gly Ser 

Asp 

Val 

Ala 

Cys 

Thr 

Glu 

Gly 

lie 

Cys 

Asn 


450 





455 





460 





His 

Asp 

Glu 

His 

Gly Asp 

Asp 

Ser 

Cys 

Val 

His 

His 

Cys 

Glu 

Asp 

Lys 

465 





470 





475 





480 

Glu 

Asp 

Asp 

Gly 

Asp 

Ser 

Cys 

Val 

Glu 

Cys 

Trp 

Ala 

Asn 

Ser 

Glu 

Glu 




485 





490 





495 


Asn 

Asp 

Thr 

Lys 

Gly Lys 

Asn 

Lys 

Lys 

Lys 

Lys 

Lys 

Lys 

Ser 

Lys 

lie 
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500 





505 





510 



Leu Lys 

Cys 

Asp 

Glu 

His 

lie 

Gin 

Lys 

Leu 

Gly 

Ser 

Cys 

lie 

Thr 

Asp 


515 





520 





525 




Pro Gly 

Asn 

Arg 

Glu 

Thr 

Ser 

Gly 

Asn 

Thr 

Met 

His 

Thr 

Val 

Phe 

His 

530 





535 





540 





Arg Asp 

Lys 

Thr 

Lys 

Asp 

Thr 

His 

Pro 

Glu 

Ser 

Cys 

Cys 

Ser 

Ser 

Glu 

545 




550 





555 





560 

Lys Gly 

Gly 

Gin 

Pro 

Leu 

Pro 

Trp 

Phe 

Glu 

His 

Arg 

Lys 

Asn 

Val 

Pro 




565 





570 





575 


Gin Phe 

Ala 

Glu 

Pro 

Thr 

Glu 

Thr 

Leu 

Phe 

Gly 

Pro 

Asp 

Ser 

Gly 

Lys 



580 





585 





590 



Gly Ala 

Lys 

Ser 

Leu 

Val 

Glu 

Leu 

Leu 

Asp 

Glu 

Ser 

Glu 

Cys 

Thr 

Ser 


595 





600 





605 




Asp Glu 

Glu 

lie 

Phe 

He 

Ser 

Gin 

Asp 

Glu 

lie 

Gin 

Ser 

Phe 

Met 

Ala 

610 





615 





620 





Asn Asn 

Gin 

Ser 

Phe 

Tyr 

Ser 

Asn 

Arg 

Glu 

Gin 

Tyr 

Arg 

Gin 

His 

Leu 

625 




630 





635 





640 

Lys Glu 

Lys 

Phe 

Asn 

Lys 

Tyr 

Cys 

Arg 

Leu 

Asn 

Asp 

His 

Lys 

Arg 

Pro 




645 





650 





655 


lie Cys 

Ser 

Gly 

Trp 

Leu 

Thr 

Thr 

Ala 

Gly 

Ala 

Asn 







660 





665 









<210> 2831 

<211> 3986 

<212> DNA 

<213> Homo sapiens 

<400> 2831 

nnctcctgcc tcaacctccc aaattgctag ttggcccggg gccttcagtg gcctttgtgt 
60 

ctgggtgaga ggaaccctgg atggccactc tgccctgagt gtgtgggtcc ccagaagtgc 
120 

tgggttaggg ggcacggagg gccagaaagt cccctttgga gcgctggact ctctcgctga 
180 

ctcctacccc accccggcct ggggtttcag agaaggggtc caggcaggag tgtcatcttt 
240 

tctcaatggg gatgtggctt cagtctctgt ccaggaggca cgcggacctc cagtggccgg 
300 

ctccggaggc ttggtgactc cagtggccca gccttgaaaa gatcttttga ggtcgaggag 
360 

gtcgagacac ccaactccac cccaccccgg agggtccaga ctcccctact ccgagccact 
420 

gtggccagct ccacccagaa attccaggac ctgggcgtga agaactcaga accctcggcc 
480 

cgccatgtgg actccctaag ccaacgctcc cccaaggcgt ccctgcggag ggtggagctc 
540 

tcgggcccca aggcggccga gccggtgtcc cggcgcactg agctgtccat tgacatctcg 
600 

tccaagcagg tggagaacgc cggggccatc ggcccgtccc ggttcgggct caagagggcc 
660 

gaggtgttgg gccacaagac gccagaaccg gcccctcgga ggacggagat caccatcgtc 
720 

aaaccccagg agtcagccca ccggaggatg gagccccctg cctccaaggt ccccgaggtg 
780 
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cccactgccc ctgccaccga 
840 

gctgaggcgc ccaccgcccc 
900 

gtgtctcagc tgcagagcag 
960 

ccccggagcc aggaggccac 
1020 

cccagagatg ccgggctcaa 
1080 

ttcggctacg tggggattga 
1140 

ggcttcgagt tcaacatcat 
1200 

aacaccctct tcaaatccaa 
1260 

atccccaaga ccatcgagat 
1320 

atgaagctga cagtgattga 
1380 

tggcagccca tcatgaagtt 
1440 

aacatcaacc gcaagaagcg 
1500 

cccgccaccg gccactccct 
1560 

gtggtcaaca tcgtccctgt 
1620 

cacttcaaac agcggatcac 
1680 

aaggaatttg atgaggactc 
1740 

ccatttgctg tggtgggcag 
1800 

aggaagacca agtggggtac 
1860 

ctgcgggacc ttctcatcag 
1920 

cacttcgagg cgtaccgtgt 
1980 

gtggaggaga aggagccaga 
2040 

tcctgccccc aagtcatttc 
2100 

atatgatttt ctccatttgt 
2160 

ggaaggggcc tccctccgag 
2220 

gaggctgcac tggagccaca 
2280 

gtccccaggc ctggctcccc 
2340 

ccgtgtgggg ttctcagtgc 
2400 


cgcagccccc aagagggtgg 
cagcccagcc cagaccttgg 
gctggagccc aagccccagc 
tgaggcggc:t cccagctgcg 
gcaggcgcct gcatcacgga 
ctccatcctg gagcagatgc 
ggtgg tc ggg cagagcggct 
aatcagc'cgg aagtcggtgc 
caagtccatc acgcacgata 
cacaccaggg ttcggggacc 
catcaatgac cagtacgaga 
catcccggac acccgcgtcc 
caggcccctg gacatcgagt 
catcgccaag gcggacacac 
cgcagacctg ctgtccaacg 
ggaggaccgg ctggtgaacg 
tgaccacgag taccaggtca 
catcgaagtt gaaaacacca 
gacgcacatg cagaacatca 
gaagcgcctc aacgagggca 
agccccggag atgtagacgc 
cgtccccccc ccaggccctc 
catcgttccc caccccttcg 
tgagtcagtg atgaggccgc 
ggcaggggtg agagcaccca 
gagggctcag aagagcagct 
cggaggcctt ggggtggggg 


agatccagat gcccaagcct 
agaattcaga gcctgcccct 
cccctgtggc tgaggctaca 
ttggcgacat ggccgacacc 
acgagaaggc cccggtggac 
gccggaaggc catgaagcag 
tgggtaaatc caccttaatc 
agcccacctc agaggagcgc 
ttgaggagaa aggcgtccgg 
acatcaacaa cgagaactgc 
aatacctgca ggaggaggtc 
actgctgcct ctacttcatc 
ttatgaaacg cctgagcaag 
tcaccctgga ggagagggtc 
gcatcgacgt gtacccccag 
agaagttccg ggagatgatc 
acggcaagag gatccttggg 
cacactgtga gtttgcctac 
aggacatcac cagcagcatc 
gcagcgccat ggccaacggc 
caccctgccc acccccggga 
ccaccacccc attttatttt 
acatgctgcc aggaaacaag 
ggcctccccg aggttgtggg 
ctgaattgac atgaccctct 
tcggtgtgca gatcatccgt 
ccaggcctcg cacttgcaga 
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ggagcccagt gggctgcacg 
2460 

cagagcccag gggagaatgc 
2520 

tgtggccatc actcagcccc 
2580 

ccctgccacc gactgcccag 
2640 

aagtgccttt atctcagcca 
2700 

gagggaggeg tcttcatctc 
2760 

ctgcaggtgc tgctgatgcg 
2820 

cctaccccct catcccccag 
2880 

gagggaggga gccatggaag 
2940 

gcttgggctg gtcagagtgg 
3000 

aagtgtgtgt gtgtccatgt 
3060 

ccaagactgg gctgtagtta 
3120 

tggcccaggc cttgctgact 
3180 

tgttgatcta cccgtgcctg 
3240 

aggagagaac gggcgtcagg 
3300 

cacggcccgg cccctcaccc 
3360 

ggcacagatg accaaagtcc 
3420 

gaggggcctg atgagactcc 
3480 

ggctggctgc ttgcagccag 
3540 

gtgcatggaa gttggggcac 
3600 

cctcaccacc cccactggcg 
3660 

ccaagatttt gaaggaaatg 
3720 

cctcaatgtc acttggtggc 
3780 

atgcttcact ttccttctct 
3840 

gttcctcaat ggccttttgc 
3900 

aaagtgttga aaatgtattt 
3960 

aaaaaaaaaa aaaaaaaaaa 
3986 


ctcccctcca tccccatcgg 
agcccaccag gagcacctgg 
tacccctgcc ctgctcctaa 
ccactccaag ccccctggca 
tccgcagact gctcggccag 
cctgccatcc ccctctcacg 
ctgggatctg attgaggata 
ttttgaaaag gtctaagcaa 
gtgccagaag gaaggttggc 
cgtgagctgc ccggcgcctg 
gtatgcgtgt ccgtctgtct 
cattaatgcc cagccagcca 
ctctgagctg gggaggtggg 
ggcccctccc ctcagagccc 
ggtgcacagt ccacagctga 
tctgtcccca cgaggggacc 
cttcctgctt cctgttacct 
actcaggtgc acacatcacc 
gagaaggtca gcgagaagga 
tgggcgtctg actccctccc 
agacagttta ctttgccgac 
agtggccage gccagggccc 
ggggtggggt gggggtgggc 
gtaaccagac tttgaaaaat 
tacgtgcctc ccgagaaatt 
cctgaaataa atgtttcaaa 
aaaaaa 


ccctgtcccc tggagtgtgt 
accccctgcc cgccacatgg 
gggtagaaaa ctccagggtc 
gctgcccctc ctggagcaga 
atgcggggac aggctggaat 
ccacccccgc ccccaccggg 
aaaaggaagg agagatgacc 
gtgagtctgg tggaggagct 
gggggcacgt gtgggccgtg 
ccctgcccaa gtgaccaggg 
gtctagtgtc tgggtttggc 
cccctgccac tcacccctcc 
aggccaggcg agcctgactc 
atggtaacga acccctagaa 
agagcaaggt ttcgtggcag 
catgggggct gtctttgcag 
gtcttgctcc tggggagaaa 
aggtgcatct gcaggcaccg 
gtgtatgagt gtgagtgtgt 
cacccaagag aggaaggacc 
ttgccatgtt tttgccaaaa 
aggccatgtg gcctgcccag 
agcagcatcc cagccttgag 
tgttcgtttc atcaggctct 
tgtctttttg tataaatgac 
tgcagaaacc aaaaaaaaaa 
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<210> 2832 
<211> 611 
<212> PRT 
<213> Homo sapiens 


<400> 2832 


Leu 

Leu 

Pro 

His 

Pro 

Gly 

Leu Gly 

Phe 

Gin 

Arg 

Arg 

Gly 

Pro 

Gly Arg 

'l 




5 





10 





15 


Ser 

Val 

lie 

Phe 

Ser 

Gin 

Trp Gly 

Cys 

Gly 

Phe 

Ser 

Leu 

Cys 

Pro Gly 




20 





25 





30 



Glv Thr 

Arg 

Thr 

Ser 

Ser 

Gly Arg 

Leu 

Arg 

Arg 

Leu 

Gly 

Asp 

Ser 

Ser 



35 





40 





45 




Gly Pro 

Ala 

Leu 

Lys 

Arg 

Ser 

Phe 

Glu 

Val 

Glu 

Glu 

Val 

Glu 

Thr 

Pro 


50 





55 





60 





Asn 

Ser 

Thr 

Pro 

Pro 

Arg 

Arg 

Val 

Gin 

Thr 

Pro 

Leu 

Leu 

Arg 

Ala 

Thr 

65 





70 





75 





80 

Val 

Ala 

Ser 

Ser 

Thr 

Gin 

Lys 

Phe 

Gin 

Asp 

Leu 

Gly 

Val 

Lys 

Asn 

Ser 





85 





90 





95 


Glu 

Pro 

Ser 

Ala 

Arg 

His 

Val 

Asp 

Ser 

Leu 

Ser 

Gin 

Arg 

Ser 

Pro 

Lys 




100 





105 





110 



Ala 

Ser 

Leu 

Arg 

Arg 

Val 

Glu 

Leu 

Ser 

Gly 

Pro 

Lys 

Ala 

Ala 

Glu 

Pro 



115 





120 





125 




Val 

Ser 

Arg 

Arg 

Thr 

Glu 

Leu 

Ser 

lie 

Asp 

lie 

Ser 

Ser 

Lys 

Gin 

Val 


130 





135 





140 





Glu 

Asn 

Ala 

Gly 

Ala 

lie 

Gly Pro 

Ser 

Arg 

Phe 

Gly 

Leu 

Lys 

Arg 

Ala 

145 




ISO 





155 





160 

Glu 

Val 

Leu 

Gly 

His 

Lys 

Thr 

Pro 

Glu 

Pro 

Ala 

Pro 

Arg 

Arg 

Thr 

Glu 




165 





170 





175 


He 

Thr 

lie 

Val 

Lys 

Pro 

Gin 

Glu 

Ser 

Ala 

His 

Arg 

Arg 

Met 

Glu 

Pro 




180 





185 





190 



Pro 

Ala 

Ser 

Lys 

Val 

Pro 

Glu 

Val 

Pro 

Thr 

Ala 

Pro 

Ala 

Thr 

Asp 

Ala 



195 





200 





205 




Ala 

Pro 

Lys 

Arg 

Val 

Glu 

lie 

Gin 

Met 

Pro 

Lys 

Pro 

Ala 

Glu 

Ala 

Pro 


210 





215 





220 





Thr 

Ala 

Pro 

Ser 

Pro 

Ala 

Gin 

Thr 

Leu 

Glu 

Asn 

Ser 

Glu 

Pro 

Ala 

Pro 

225 





230 





235 





240 

Val 

Ser 

Gin 

Leu 

Gin 

Ser 

Arg 

Leu 

Glu 

Pro 

Lys 

Pro 

Gin 

Pro 

Pro 

Val 





245 





250 





255 


Ala 

Glu 

Ala 

Thr 

Pro 

Arg 

Ser 

Gin 

Glu 

Ala 

Thr 

Glu 

Ala 

Ala 

Pro 

Ser 




260 





265 





270 



Cys 

Val 

Gly 

Asp 

Met 

Ala 

Asp 

Thr 

Pro 

Arg 

Asp 

Ala 

Gly 

Leu 

Lys 

Gin 


275 





280 





285 




Ala 

Pro 

Ala 

Ser 

Arg 

Asn 

Glu 

Lys 

Ala 

Pro 

Val 

Asp 

Phe 

Gly 

Tyr 

Val 


290 





295 





300 





Gly lie 

Asp 

Ser 

lie 

Leu 

Glu 

Gin 

Met 

Arg 

Arg 

Lys 

Ala 

Met 

Lys 

Gin 

305 




310 





315 





320 

Gly 

Phe 

Glu 

Phe 

Asn 

lie 

Met 

Val 

Val 

Gly 

Gin 

Ser 

Gly 

Leu 

Gly Lys 




325 





330 





335 


Ser 

Thr 

Leu 

lie 

Asn 

Thr 

Leu 

Phe 

Lys 

Ser 

Lys 

lie 

Ser 

Arg 

Lys 

Ser 




340 





345 





350 



Val 

Gin 

Pro 

Thr 

Ser 

Glu 

Glu 

Arg 

lie 

Pro 

Lys 

Thr 

lie 

Glu 

lie 

Lys 



355 





360 





365 




Ser 

lie 

Thr 

His 

Asp 

lie 

Glu 

Glu 

Lys 

Gly 

Val 

Arg 

Met 

Lys 

Leu 

Thr 
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370 





375 





380 





Val 

He 

Asp 

Thr 

Pro 

Gly 

Phe 

Gly 

Asp 

His 

He 

Asn 

Asn 

Glu 

Asn 

Cys 

385 





390 





395 





400 

Trp 

Gin 

Pro 

lie 

Met 

Lys 

Phe 

lie 

Asn 

Asp 

Gin 

Tyr 

Glu 

Lys 

Tyr 

Leu 




405 





410 





415 


Gin 

Glu 

Glu 

Val 

Asn 

lie 

Asn 

Arg 

Lys 

Lys 

Arg 

lie 

Pro 

Asp 

Thr Arg 




420 





425 





430 



Val 

His 

Cys 

Cys 

Leu 

Tyr 

Phe 

lie 

Pro 

Ala 

Thr 

Gly 

His 

Ser 

Leu 

Arg 



435 





440 





445 




Pro 

Leu 

Asp 

lie 

Glu 

Phe 

Met 

Lys 

Arg 

Leu 

Ser 

Lys 

Val 

Val 

Asn 

lie 


450 





455 





460 





Val 

Pro 

Val 

lie 

Ala 

Lys 

Ala 

Asp 

Thr 

Leu 

Thr 

Leu 

Glu 

Glu 

Arg Val 

465 





470 





475 





480 

His 

Phe 

Lys 

Gin 

Arg 

lie 

Thr 

Ala 

Asp 

Leu 

Leu 

Ser 

Asn 

Gly 

lie 

Asp 




485 





490 





495 


Val 

Tyr 

Pro 

Gin 

Lys 

Glu 

Phe 

Asp 

Glu 

Asp 

Ser 

Glu 

Asp 

Arg 

Leu 

Val 




500 





505 





510 



Asn 

Glu 

Lys 

Phe 

Arg 

Glu 

Met 

lie 

Pro 

Phe 

Ala 

Val 

Val 

Gly 

Ser Asp 



515 





520 





525 




His 

Glu 

Tyr 

Gin 

Val 

Asn 

Gly 

Lys 

Arg 

lie 

Leu 

Gly 

Arg 

Lys 

Thr 

Lys 


530 





535 





540 





Trp Gly 

Thr 

lie 

Glu 

Val 

Glu 

Asn 

Thr 

Thr 

His 

Cys 

Glu 

Phe 

Ala 

Tyr 

545 





550 





555 





560 

Leu 

Arg 

Asp 

Leu 

Leu 

lie 

Arg 

Thr 

His 

Met 

Gin 

Asn 

lie 

Lys 

Asp 

lie 




565 





570 





575 


Thr 

Ser 

Ser 

lie 

His 

Phe 

Glu 

Ala 

Tyr 

Arg 

Val 

Lys 

Arg 

Leu 

Asn 

Glu 




580 





585 





590 



Gly 

Ser 

Ser 

Ala 

Met 

Ala 

Asn 

Gly 

Val 

Glu 

Glu 

Lys 

Glu 

Pro 

Glu 

Ala 


595 





600 





605 




Pro 

Glu 

Met 















610 


<210> 2833 

<211> 420 

<212 > DNA 

<213> Homo sapiens 

<4 00 > 2833 

nncggcagcc atgttggacg tggtcagcac aggggccggc accacggggt tatcgaagca 
60 

gctgtcaaga tgctggggtc cctggtgttg aggagaaaag cactggcgcc acggctactc 
120 

ctccggctgc tcaggtcccc aacgctccgg ggccatggag gtgcttccgg ccggaatgtg 
180 

actactggga gtctcgggga gccgcagtgg ctgagggtag ccaccggggg gcgccctgga 
240 

acatcgccgg ccttgttctc cggacgtggg gcagccaccg gggggcgcca gggaggacgc 
300 

ttcgatacca aatgcctcgc ggctgccact tggggacgcc ttcctggtcc cgaagaaaca 
360 

ctcccaggac aggacagctg gaacggggtc cccagcaggg ccggactggg catgtgcgcc 
420 

<210> 2834 
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<211> 117 
<2 12 > PRT 

<213> Homo sapiens 


<400> 2834 
Met Leu Gly Ser 
1 

Leu Leu Arg Leu 
20 

Ser Gly Arg Asn 
35 

Arg Val Ala Thr 
50 

Gly Arg Gly Ala 
65 

Lys Cys Leu Ala 

Thr Leu Pro Gly 
100 

Leu Gly Met Cys 
115 

<210> 2835 
<211> 938 
<212> DNA 
<213 > Homo sapiens 

< 4 0 0 > 2835 

tttttttttt tttttttttt ttctgggtgc aagaggttta tttgggagcc atcccaggaa 
60 

gcccaaggcg ggggagtggg gaagagaggg aagggagagc ccccgcagga agtacatgaa 
120 

tgagtgggtt actgctgcgg gcaactggga ctccatcctg ctgggcatcc tctgagagtt 
180 

tatgtagaat acacttcaga attgtcctgc tcaaggacaa tgaagctgag gtcctgctcc 
240 

ttattgactc agggttgctg ctcctgggga cattaacccc ccaacacttc tagcttg ccc 
300 

agtgcactga ctgagcacac agctgtggcc accagagaac ctctttgggc tgtgatacag 
360 

gaaaccatcg gtgtgcatgg taactctcta gcagtgtcct tcatgccggg acatggggac 
420 

acgggcaggc actgctggca tctgctaacc ccggaggccc atacttcaga accggtcagc 
480 

tgggccaagg cctctctaag gcccagcggc tctcatgggc aaatgtcagg tgacacagag 
540 

tcagagaccc tgagtgtgcg aggggaagat attggtgaag acctgttctc tgaggccctg 
600 

ggccgggcag tggggcagtg ggcgggggcc aagctgctgg accatggctg tgtggagagc 
660 


Leu Val 
5 

Leu Arg 

Val Thr 

Gly Gly 

Ala Thr 
70 

Ala Ala 
85 

Gin Asp 
Ala 


Leu Arg 

Ser Pro 

Thr Gly 
40 

Arg Pro 
55 

Gly Gly 
Thr Trp 
Ser Trp 


Arg Lys 
10 

Thr Leu 
25 

Ser Leu 

Gly Thr 

Arg Gin 

Gly Arg 
90 

Asn Gly 
105 


Ala Leu Ala Pro 
Arg Gly 
Gly Glu 


Ser Pro 
60 

Gly Gly 
75 

Leu Pro 
Val Pro 


His Gly 
30 

Pro Gin 
45 

Ala Leu 


Arg Phe 

Gly Pro 

Ser Arg 
110 


Arg Leu 
15 

Gly Ala 

Trp Leu 

Phe Ser 

Asp Thr 
80 

Glu Glu 
95 

Ala Gly 


agcattctgg attcctctgc gggctctgct ccccactacg aggtgtttgt ggcgctgagg 
720 

gggctgagga atctgtcaga ggaaaatcga gacaagctgg accactgcct tcaggaagcc 
780 
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tctccccgct acaagtccct gcggttctgg ggcagcgtgg gccctgcaga gtccacctgg 
840 

tggtgtcctg agtcaagtcc tgccccaccg cccagctccc cccagaggcc acctcgcccc 
900 

tccctctggg acctctccgg atggggagtc cttggcca 
938 

<210> 2836 
<211> 178 
<212 > PRT 

<213 > Homo sapiens 
<4 00> 2836 

Met Pro Gly His Gly Asp Thr Gly Arg His Cys Trp His Leu Leu Thr 
1 5 10 15 

Pro Glu Ala His Thr Ser Glu Pro Val Ser Trp Ala Lys Ala Ser Leu 
20 25 30 

Arg Pro Ser Gly Ser His Gly Gin Met Ser Gly Asp Thr Glu Ser Glu 
35 40 45 

Thr Leu Ser Val Arg Gly Glu Asp He Gly Glu Asp Leu Phe Ser Glu 
50 55 60 

Ala Leu Gly Arg Ala Val Gly Gin Trp Ala Gly Ala Lys Leu Leu Asp 

65 70 75 80 

His Gly Cys Val Glu Ser Ser lie Leu Asp Ser Ser Ala Gly Ser Ala 

85 90 95 

Pro His Tyr Glu Val Phe Val Ala Leu Arg Gly Leu Arg Asn Leu Ser 
100 105 110 

Glu Glu Asn Arg Asp Lys Leu Asp His Cys Leu Gin Glu Ala Ser Pro 
115 120 125 

Arg Tyr Lys Ser Leu Arg Phe Trp Gly Ser Val Gly Pro Ala Glu Ser 
130 135 140 

Thr Trp Trp Cys Pro Glu Ser Ser Pro Ala Pro Pro Pro Ser Ser Pro 

145 150 155 160 

Gin Arg Pro Pro Arg Pro Ser Leu Trp Asp Leu Ser Gly Trp Gly Val 

165 170 175 

Leu Gly 


<210> 2837 

<2 11> 1250 

<2 12 > DNA 

<213 > Homo sapiens 

<400> 2837 

nntttaccct cttctcccct tctcgaacac catgccacaa gaagagtgat ctcttcccct 
60 

gttttcacaa tggaggactc cggaaagact ttcagctccg aggaggaaga agctaactat 
120 

tggaaagatc tggcgatgac ctacaaacag agggcagaaa atacgcaaga ggaactccga 
180 

gaattccagg agggaagccg agaatatgaa gctgaattgg agacgcagct gcaacaaatt 
240 

gaaaccagga acagagacct cctgtccgaa aataaccgcc ttcgcatgga gctggaaacc 
300 
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atcaaggaga agtttgaagt gcagcactct gaaggctacc ggcagatctc agccttggag 
360 

gatgacctcg cgcagaccaa agccattaaa gaccaattgc agaaatacat cagagagctg 
420 

gagcaagcaa atgacgccct ggaaagagcc aagcgcgcca cgatcatgtc tctcgaagac 
480 

tttgagcagc gcttgaatca ggccatcgaa agaaatgcct tcctggaaag tgaacttgat 
540 

gaaaaagaga atctcctgga atctgttcag agactgaagg atgaagccag agatttgcgg 
600 

caggaactgg ccgtgcagca gaagcaggag aaacccagga cccccatgcc cagctcagtg 
660 

gaagctgaga ggacagacac agctgtgcag gccacgggct ccgtgccgtc cacgcccatt 
720 

gctcaccgag gacccagctc aagtttaaac acacctggga gcttcagacg tggcctggac 
780 

gacntccacc gggggacccc cctcacacct gcggcccgga tatcagccct caacattgtg 
840 

ggagacctac tgcggaaagt cggggcactg gagtccaaac tcgcttcctg ccggaacctc 
900 

gtgtacgatc agtccccaaa ccgaacaggt ggcccagcct ctgggcggag cagcaagaac 
960 

agagatggcg gggagagacg gccaagcagc accagcgtgc ctttgggtga taaggggtca 
1020 

gtaccttcta ataaacctct cgctggcggg gagaacccgc ctgccccagg caagagacac 
1080 

tcacccccag cccacagcca tgtgtctttt taaattatag gattatttca gcaaacctta 
1140 

tcctctcctc tgctccctgc aggcagcatt aggtggtgtc ttgtggcttg aacaaagggc 
1200 

tagagagagg gtcttgtttt gtgagacagg gtctcgctct gtcacctagg 
1250. 

<210> 2838 
<211> 370 
<212 > PRT 

<213 > Homo sapiens 
<400> 2838 


Xaa 

Leu 

Prp 

Ser 

Ser 

Pro 

Leu 

Leu 

Glu 

His 

His 

Ala 

Thr 

Arg 

Arg 

Val 

1 




5 





10 





15 


He 

Ser 

Ser 

Pro 

Val 

Phe 

Thr 

Met 

Glu 

Asp 

Ser Gly Lys 

Thr 

Phe 

Ser 




20 





25 





30 



Ser 

Glu 

Glu 

Glu 

Glu 

Ala 

Asn 

Tyr 

Trp 

Lys 

Asp 

Leu 

Ala 

Met 

Thr 

Tyr 



35 





40 





45 




Lys 

Gin 

Arg 

Ala 

Glu 

Asn 

Thr 

Gin 

Glu 

Glu 

Leu Arg 

Glu 

Phe 

Gin 

Glu 


50 





55 





60 





Gly Ser 

Arg 

Glu 

Tyr 

Glu 

Ala 

Glu 

Leu 

Glu 

Thr 

Gin 

Leu 

Gin 

Gin 

lie 

65 





70 





75 





80 

Glu 

Thr 

Arg 

Asn 

Arg 

Asp 

Leu 

Leu 

Ser 

Glu 

Asn 

Asn Arg 

Leu 

Arg 

Met 





85 





90 





95 


Glu 

Leu 

Glu 

Thr 

lie 

Lys 

Glu 

Lys 

Phe 

Glu 

Val 

Gin 

His 

Ser 

Glu 

Gly 




100 





105 





110 



Tyr Arg 

Gin 

lie 

Ser 

Ala 

Leu 

Glu 

Asp Asp 

Leu 

Ala 

Gin 

Thr 

Lys 

Ala 
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115 120 
lie Lys Asp Gin Leu Gin Lys Tyr 
130 135 

Asp Ala Leu Glu Arg Ala Lys Arg 
145 150 

Phe Glu Gin Arg Leu Asn Gin Ala 
165 

Ser Glu Leu Asp Glu Lys Glu Asn 
180 

Lys Asp Glu Ala Arg Asp Leu Arg 
195 200 

Gin Glu Lys Pro Arg Thr Pro Met 
210 215 

Thr Asp Thr Ala Val Gin Ala Thr 
225 230 

Ala His Arg Gly Pro Ser Ser Ser 
245 

Arg Gly Leu Asp Asp Xaa His Arg 
260 

Arg He Ser Ala Leu Asn lie Val 
275 280 

Ala Leu Glu Ser Lys Leu Ala Ser 
290 295 

Ser Pro Asn Arg Thr Gly Gly Pro 
305 310 

Arg Asp Gly Gly Glu Arg Arg Pro 
325 

Asp Lys Gly Ser Val Pro Ser Asn 
340 

Pro Pro Ala Pro Gly Lys Arg His" 


125 

lie Arg Glu Leu Glu Gin Ala Asn 
140 

Ala Thr lie Met Ser Leu Glu Asp 
155 160 
He Glu Arg Asn Ala Phe Leu Glu 
170 175 

Leu Leu Glu Ser Val Gin Arg Leu 
185 150 

Gin Glu Leu Ala Val Gin Gin Lys 
205 

Pro Ser Ser Val Glu Ala Glu Arg 
220 

Gly Ser Val Pro Ser Thr Pro lie 
235 240 

Leu Asn Thr Pro Gly Ser Phe Arg 
250 255 

Gly Thr Pro Leu Thr Pro Ala Ala 
265 270 

Gly Asp Leu Leu Arg Lys Val Gly 
285 

Cys Arg Asn Leu Val Tyr Asp Gin 
300 

Ala Ser Gly Arg Ser Ser Lys Asn 
315 320 

Ser Ser Thr Ser Val Pro Leu Gly 
330 335 

Lys Pro Leu Ala Gly Gly Glu Asn 
345 350 

Ser Pro Pro Ala His Ser His Val 


355 


360 


365 


Ser Phe 


370 


<210> 2839 
<211> 606 
<212> DNA 
<213 > Homo sapiens 

<400> 2839 

attctgaatc tgtgcaagat 
60 

tgccaaatcc agtttacagt 
120 

agctgttcct tgcactacat 
180 

gctgtggggg agatttgcca 
240 

ggcgccagga tacctccaga 
300 

gacaacccag aatgtgcagg 
360 

aagctccaac tctacggtcc 
420 


tcacaagatg cattctttct 
agctatagat ttcgccgcca 
ccacccttac caacccaatg 
agactatgac agtgacaaaa 
gtacacggtc tctcatgact 
aattcaagga gttgtggaag 
caccaacatt gcccccatca 


tggactacat catgggtggc 
caaacgggga ccccaggaac 
agtatctgaa agctttggta 
tgttccctgc ctttgggttt 
ttgcaatcaa ctttaatgaa 
cctatcagag ctgtcttcct 
tccagaaggt tgccaagtca 
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gcgtcagagg aaactaacac caaagaggca tcgcaatact tcatcctgct gatcctgaca 
4 80 

gatggtgtta tcacagacat gggcgacacc cgggaggcca ttgtccatgc ctcccacctc 
540 

cccatgtcag tcatcatcgt gggagtaggg aacgctgact tcagtgacat gcagatgctg 
600 

gacggt 

606 

<210> 2840 

< 211 > 202 

<212> PRT 

<213 > Homo sapiens 

<400 > 2840 


He 

Leu 

Asn 

Leu 

Cys 

Lys 

lie 

His 

Lys 

Met 

His 

Ser 

Phe 

Leu 

Asp 

Tyr 

1 




5 





10 





15 


lie 

Met 

Gly 

Gly 

Cys 

Gin 

lie 

Gin 

Phe 

Thr 

Val 

Ala 

lie 

Asp 

Phe 

Ala 




20 





25 





30 



Ala 

Thr 

Asn 

Gly 

Asp 

Pro 

Arg 

Asn 

Ser 

Cys 

Ser 

Leu 

His 

Tyr 

lie 

His 



35 





40 





45 




Pro 

Tyr 

Gin 

Pro 

Asn 

Glu 

Tyr 

Leu 

Lys 

Ala 

Leu 

Val 

Ala 

Val 

Gly 

Glu 


50 





55 





60 





lie 

Cys 

Gin 

Asp 

Tyr 

Asp 

Ser 

Asp 

Lys 

Met 

Phe 

Pro 

Ala 

Phe 

Gly 

Phe 

65 . 





70 





75 





80 

Gly Ala 

Arg 

lie 

Pro 

Pro 

Glu 

Tyr 

Thr 

Val 

Ser 

His 

Asp 

Phe 

Ala 

lie 





85 





90 





95 


Asn 

Phe 

Asn 

Glu 

Asp 

Asn 

Pro 

Glu 

Cys 

Ala Gly 

lie 

Gin 

Gly 

Val 

Val 




100 





105 





110 



Glu 

Ala 

Tyr 

Gin 

Ser 

Cys 

Leu 

Pro 

Lys 

Leu 

Gin 

Leu 

Tyr 

Gly 

Pro 

Thr 



115 





120 





125 




Asn 

lie 

Ala 

Pro 

lie 

lie 

Gin 

Lys 

Val 

Ala 

Lys 

Ser 

Ala 

Ser 

Glu 

Glu 


130 





135 





140 





Thr 

Asn 

Thr 

Lys 

Glu 

Ala 

Ser 

Gin 

Tyr 

Phe 

lie 

Leu 

Leu 

lie 

Leu 

Thr 

145 





150 





155 





160 

Asp Gly 

Val 

lie 

Thr 

Asp 

Met 

Gly 

Asp 

Thr 

Arg 

Glu 

Ala 

lie 

Val 

His 





165 





170 





175 


Ala 

Ser 

His 

Leu 

Pro 

Met 

Ser 

Val 

lie 

He 

Val 

Gly 

Val 

Gly 

Asn 

Ala 




180 





185 





190 



Asp 

Phe 

Ser 

Asp 

Met 

Gin 

Met 

Leu 

Asp 

Gly 









195 





200 










<210 > 2841 

<2ll> 2065 

<212 > DNA 

<213> Homo sapiens 

<400> 2841 

nnctcctagc tgctgtcctc tgctgacatt tggcaggcag cttctgccag ccaaatggtc 
60 

tcaccccagc cccccggctc tgcacccact gtgctgccca caggagtggt cctgcccatg 
120 

gaagggccag ttcaggtggc cggagctcct gagctgccct aggggactgc tgtgggtctg 
180 
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aggtggtgat gtcccccacg 
240 

cactctgctg ttcaggagca 
300 

cctggcatca ggatctcagg 
360 

ctggacaggc tcctgccacc 
420 

cagtgcaagt cagagcctcc 
480 

cggccgccct ggtacaatga 
540 

ggaggcggca gtgcctctgg 
600 

gtgccctggg tggtcttgct 
660 

caccaggtgc tgactgagca 
720 

cacccagatg cctttgactt 
780 

aagagtgtca aggtgcccat 
840 

acactgtatg gtgcaaacgt 
900 

ctgttggagc tcctggacat 
960 

cggcggctgc gccgggacat 
1020 

tacaacaagt ttgtcaagcc 
1080 

gacatcgtgg tccccagagg 
1140 

gtgcacagcc agctggagga 
1200 

cagtgccacc cgctgccccg 
1260 

atgcacacca tcatcaggga 
1320 

agactgatgc ggctgctcat 
1380 

gtacagaccc cgcaggggca 
1440 

ggtgtgtcca ttctgcgcgc 
1500 

gacgtgcgca tcggcaccat 
1560 

cactacctga ggctgcccaa 
1620 

gtgtccacgg gcgcggcggc 
1680 

gaggacaaga tctttttgct 
1740 

tatgcatttc cgcgagtgag 
1800 


gctgcctgcg cctgagcccc 
cccacccgtg tcctcgacca 
gtgccgggcc cttggagcag 
tgtgggcact gggcgctctc 
cctgctgcgt acaagcaagc 
acacggcacg caatccaaag 
gaagaccact gtggccagaa 
gtccatggac tccttctaca 
gcagcaggaa caggccgcac 
cgacctcatc atttccaccc 
ttatgacttc accacgcaca 
catcatcttt gagggcatca 
gaagatcttt gtggacacag 
cagtgagcgc ggccgggaca 
ctccttcgac cagtacatcc 
gagcggcaac acggtggcca 
gcgtgaactc agcgtcaggg 
gacgctgagc gtcctgaaga 
caaggagacc agtcgcgacg 
cgagcacgcg ctctccttcc 
ggactatgcg ggcaagtgct 
cggtgaaacc atggagcccg 
cctcatccag accaaccagc 
ggacatcagc gatgaccacg 
catgatggca' gtgcgcgtgc 
gtcgctgctc atggcagaga 
aatcatcacc acggcggtgg 


cacgcatcca cccctggggc 
tgagcagccc cccagcttac 
aaggcagcaa tgcagagtcc 
cccggaagcg gaccaccagc 
gtaccatcta caccgccggg 
aggccttcgc catcggcttg 
tgatcatcga ggccctggat 
aggtgctcca cagcctcccc 
acaacaactt caacttcgac 
tcaagaagct gaagcagggg 
gccggaagaa ggactggaaa 
tggcctttgc tgacaagaca 
actccgacat ccgcctggta 
tcgagggtgt catcaagcag 
agcccaccat gcgcctggca 
tcgacctgat tgtgcagcac 
ctgcgctggc ctcggcacac 
gcacgccgca ggtacggggc 
agttcatctt ctactccaag 
tgccctttca ggactgcgtc 
atgcggggaa gcagatcacc 
cgctgcgcgc tgtgtgcaaa 
ttaccgggga gcccgagctc 
tgatcctcat ggactgcacc 
tcctggacca cgacgtgcct 
tgggcgtgca ctcagtggcc 
acaagcgggt caatgacctt 
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ttccgcatca 

1860 

cccgatggca 

1920 

cgtccccacc 

1980 

ttttaaaatg 

2040 

aaaaatgaaa 

2065 

<210> 2842 
<211> 540 
<212> PRT 
<213 > Homo 


tcccaggcat 

gtgacgagga 

accctcctcc 

ttactagtat 

aaaaaaaaaa 

sapiens 


tgggaacttt 

ggaagtggcc 

tgcctcctga 

aatttattct 

aaaaa 


ggcgaccgct 

tacacgggtt 

cccaggactg 

atgcatttta 


actttgggac 

agctgcccag 

ctgaatacaa 

taaaataaat 


agacgcggtc 

tgagccatcc 

agatgttaat 

aaagctttag 


<400> 2842 


Met 

Ser 

Ser 

Pro 

Pro 

Ala 

Tyr 

Pro 

Gly 

lie 

Arg 

lie 

Ser Gly Cys 

Arg 

1 




5 





10 





15 


Ala 

Leu 

Gly 

Ala 

Glu 

Gly 

Ser 

Asn 

Ala 

Glu 

Ser 

Leu 

Asp Arg 

Leu 

Leu 




20 





25 





30 



Pro 

Pro 

val 

Gly Thr 

Gly 

Arg 

Ser 

Pro 

Arg 

Lys 

Arg 

Thr 

Thr 

Ser 

Gin 



35 





40 





45 




Cys 

Lys 

Ser 

Glu 

Pro 

Pro 

Leu 

Leu 

Arg 

Thr 

Ser 

Lys 

Arg 

Thr 

lie 

Tyr 


50 





55 





60 





Thr 

Ala 

Gly 

Arg 

Pro 

Pro 

Trp 

Tyr 

Asn 

Glu 

His 

Gly 

Thr 

Gin 

Ser 

Lys 

65 





70 





75 





80 

Glu 

Ala 

Phe 

Ala 

lie 

Gly 

Leu 

Gly 

Gly Gly 

Ser 

Ala 

Ser 

Gly Lys 

Thr 





85 





90 





95 


Thr 

Val 

Ala 

Arg 

Met 

lie 

lie 

Glu 

Ala 

Leu 

Asp 

Val 

Pro 

Trp 

Val 

Val 




100 





105 





110 



Leu 

Leu 

Ser 

Met 

Asp 

Ser 

Phe 

Tyr 

Lys 

Val 

Leu 

His 

Ser 

Leu 

Pro 

His 



115 





120 





125 




Gin 

Val 

Leu 

Thr 

Glu 

Gin 

Gin 

Gin 

Glu 

Gin 

Ala 

Ala 

His 

Asn 

Asn 

Phe 


130 





135 





140 





Asn 

Phe 

Asp 

His' 

Pro 

Asp 

Ala 

Phe 

Asp 

Phe 

Asp 

Leu 

lie 

lie 

Ser 

Thr 

145 





150 





155 





160 

Leu 

Lys 

Lys 

Leu 

Lys 

Gin 

Gly 

Lys 

Ser 

Val 

Lys 

Val 

Pro 

lie 

Tyr 

Asp 





165 





170 





175 


Phe 

Thr 

Thr 

His 

Ser 

Arg 

Lys 

Lys 

Asp 

Trp 

Lys 

Thr 

Leu Tyr Gly 

Ala 




180 





185 





190 



Asn 

Val 

lie 

lie 

Phe 

Glu 

Gly 

lie 

Met 

Ala 

Phe 

Ala 

Asp 

Lys 

Thr 

Leu 



195 





200 





205 




Leu 

Glu 

Leu 

Leu Asp 

Met 

Lys 

lie 

Phe 

Val 

Asp 

Thr 

Asp 

Ser Asp 

lie 


210 





215 





220 





Arg 

Leu 

Val 

Arg Arg 

Leu 

Arg 

Arg 

Asp 

lie 

Ser 

Glu 

Arg Gly Arg 

Asp 

225 





230 





235 





240 

He 

Glu 

Gly 

Val 

lie 

Lys 

Gin 

Tyr 

Asn 

Lys 

Phe 

Val 

Lys 

Pro 

Ser 

Phe 





245 





250 





255 


Asp Gin 

Tyr 

lie 

Gin 

Pro 

Thr 

Met 

Arg 

Leu 

Ala 

Asp 

lie 

Val 

Val 

Pro 




260 





265 





270 



Arg Gly 

Ser 

Gly 

Asn 

Thr 

Val 

Ala 

lie 

Asp 

Leu 

lie 

Val 

Gin 

His 

Val 



275 





280 





285 




His 

Ser 

Gin 

Leu 

Glu. 

Glu 

Arg 

Glu 

Leu 

Ser 

Val 

Arg 

Ala 

Ala 

Leu 

Ala 
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290 295 300 

Ser Ala His Gin Cys His Pro Leu Pro Arg Thr Leu Ser Val Leu Lys 

305 310 315 320 

Ser Thr Pro Gin Val Arg Gly Met His Thr He lie Arg Asp Lys Glu 

325 330 335 

Thr Ser Arg Asp Glu Phe lie Phe Tyr Ser Lys Arg Leu Met Arg Leu 
340 345 350 

Leu lie Glu His Ala Leu Ser Phe Leu Pro Phe Gin Asp Cys Val Val 
355 360 365 

Gin Thr Pro Gin Gly Gin Asp Tyr Ala Gly Lys Cys Tyr Ala Gly Lys 
370 375 380 

Gin lie Thr Gly Val Ser lie Leu Arg Ala Gly Glu Thr Met Glu Pro 

385 390 395 400 

Ala Leu Arg Ala Val Cys Lys Asp Val Arg lie Gly Thr lie Leu lie 

405 410 415 

Gin Thr Asn Gin Leu Thr Gly Glu Pro Glu Leu His Tyr Leu Arg Leu 
420 425 430 

Pro Lys Asp lie Ser Asp Asp His Val lie Leu Met Asp Cys Thr Val 
435 440 445 

Ser Thr Gly Ala Ala Ala Met Met Ala Val Arg Val Leu Leu Asp His 
450 455 460 

Asp Val Pro Glu Asp Lys He Phe Leu Leu Ser Leu Leu Met Ala Glu 

465 470 475 480 

Met Gly Val His Ser Val Ala Tyr Ala Phe Pro Arg Val Arg lie lie 

485 490 495 

Thr Thr Ala Val Asp Lys Arg Val Asn Asp Leu Phe Arg lie lie Pro 
500 505 510 

Gly lie Gly Asn Phe Gly Asp Arg Tyr Phe Gly Thr Asp Ala Val Pro 
515 520 525 

Asp Gly Ser Asp Glu Glu Glu Val Ala Tyr Thr Gly 
530 535 540 

<210> 2843 

<211> 497 

<212 > DNA 

<213 > Homo sapiens 

<4 00> 2843 

cctaggtatg aaccccaaag ccctggctat gaacctcgga gccccgggta tgaaccccgg 
60 

agccctggct atgaatctga gagctctaga tatgaatccc agaacactga gctcaaaacc 
120 

caaagcccag aatttgaagc tcaaagttcc aaattccagg aaggtgcgga gatgcttctg 
180 

aaccccgagg aaaagagtcc tttgaatatc tccgtaggag ttcaccccct ggactccttc 
240 

actcaggggt ttggggagca gcccacaggg gacctgccca tagggccacc ttttgagatg 
300 

cccacagggg ccctgctgtc tacaccgcag tttgagatgc ttcagaatcc cctgggtctc 
360 

acaggagccc ttcgaggtcc aggtcggcgg ggtggccggg cccggggtgg gcagggccct 
420 

cggcctaaca tctgtggcat ctgggggaag agcttcgggc gggactaccc tgatccagca 
480 
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caggcatcca caccggt 
497 

<210> 2844 
<211 > 165 
<212> PRT 

<213 > Homo sapiens 
<400> 2844 

Pro Arg Tyr Glu Pro Gin Ser Pro Gly Tyr Glu Pro Arg Ser Pro Gly 
15 10 15 

Tyr Glu Pro Arg Ser Pro Gly Tyr Glu Ser Glu Ser Ser Arg Tyr Glu 
20 25 30 

Ser Gin Asn Thr Glu Leu Lys Thr Gin Ser Pro Glu Phe Glu Ala Gin 
35 40 45 

Ser Ser Lys Phe Gin Glu Gly Ala Glu Met Leu Leu Asn Pro Glu Glu 
50 55 60 

Lys Ser Pro Leu Asn He Ser Val Gly Val His Pro Leu Asp Ser Phe 

65 70 75 80 

Thr Gin Gly Phe Gly Glu Gin Pro Thr Gly Asp Leu Pro lie Gly Pro 

85 90 95 

Pro Phe Glu Met Pro Thr Gly Ala Leu Leu Ser Thr Pro Gin Phe Glu 
100 105 110 

Met Leu Gin Asn Pro Leu Gly Leu Thr Gly Ala Leu Arg Gly Pro Gly 
115 120 125 

Arg Arg Gly Gly Arg Ala Arg Gly Gly Gin Gly Pro Arg Pro Asn lie 
130 135 140 

Cys Gly lie Trp Gly Lys Ser Phe Gly Arg Asp Tyr Pro Asp Pro Ala 

145 150 155 160 

Gin Ala Ser Thr Pro 
165 

<210> 2845 
<211 > 934 
<212 > DNA 

<213 > Homo sapiens 
<400> 2845 

ctggatggga tggacggttg cccaagcggc agtggcagtg gaggtagccc tcttgctcct 
60 

accgtgtgcg cacgggctgt gcttctcggc tggacacaga gtttggggag gccacttccc 
120 

ttcaccaagg ctcggggttc tatagcccct ttctgggaca gctgcatggg atccggcctc 
180 

tcaggcccca cggtgggtgc gggggctgtg gaaaggtctc agctgcaggg ggatgaatgt 
240 

gacctccagt tgcaacgtct ccccccgcgt gagtggggtt atcaggccta gctcaccttg 
300 

tgtgcagtca gtgtcgagtg ccacctgcgt actggatgct gctctcagtg ctgcggtgcc 
360 

acagcacaca aaaatagttc tcacgttgcc gtggagagac aagcagtcaa cgcagatata 
420 

tcctgtggca agtgatggta aatgctgtgg caagaaagca ggttctggag gtgaagggcg 
480 


2078 



WO 00/58473 


PCT/U S00/0862 1 


gtgggggaga cagggcaggg aaggtgagca gcggtctgag agtcccttgt ggcacctcgt 
540 

gggcattagc caaagccgtc ctgatcccaa gggacagggc agggaaggtg agtagtggtc 
600 

cgagagtccc ttgtggcacc tcatgggcat cggtcaaagc cgtcatgacc ccgaggatgt 
660 

gccaggagtc agggcctctc ctcctacgtg ggcctgaagg ggctgctgta attcaggagg 
720 

gtaggcttgg gatgaagggt ctggaatttc tgtctgccag cattagccta atgcaaatct 
780 

tttcctattc ttttctattg agttaaaggt cctggtggca ttgtcgggtg gggcacattg 
840 

ctgttgtcat agggctgttt gccttgtgtt tcgtggagcc ccattgctga gcttacaacg 
900 

tcactctgct ctcagctccc acggcctaac catg 
934 

<210> 2846 
<211> 149 
<212> PRT 

<213> Homo sapiens 
<400> 2846 


Met 

Pro 

Met 

Arg 

Cys 

His 

Lys 

Gly 

Leu 

Ser 

Asp 

His 

Tyr 

Ser 

Pro 

Ser 

1 




5 





10 





15 


Leu 

Pro 

Cys 

Pro 

Leu 

Gly 

Ser 

Gly Arg 

Leu 

Trp 

Leu 

Met 

Pro 

Thr 

Arg 




20 





25 





30 



Cys 

His 

Lys 

Gly 

Leu 

Ser 

Asp 

Arg 

Cys 

Ser 

Pro 

Ser 

Leu 

Pro 

Cys 

Leu 



35 





40 





45 




Pro 

His 

Arg 

Pro 

Ser 

Pro 

Pro 

Glu 

Pro 

Ala 

Phe 

Leu 

Pro 

Gin 

His 

Leu 


50 





55 





60 





Pro 

Ser 

Leu 

Ala 

Thr 

Gly 

Tyr 

lie 

Cys 

Val 

Asp 

Cys 

Leu 

Ser 

Leu 

His 

65 





70 





75 





80 

Gly 

Asn 

Val 

Arg 

Thr 

lie 

Phe 

Val 

Cys 

Cys 

Gly 

Thr 

Ala 

Ala 

Leu 

Arg 




85 





90 





95 


Ala 

Ala 

Ser 

Ser 

Thr 

Gin 

Val 

Ala 

Leu 

Asp 

Thr 

Asp 

Cys 

Thr 

Gin 

Gly 




100 





105 





110 



Glu 

Leu 

Gly 

Leu 

lie 

Thr 

Pro 

Leu 

Thr 

Arg 

Gly 

Glu 

Thr 

Leu 

Gin 

Leu 



115 





120 





125 




Glu 

Val 

Thr 

Phe 

He 

Pro 

Leu 

Gin 

Leu 

Arg 

Pro 

Phe 

His 

Ser 

Pro 

Arg 


130 





135 





140 





Thr 

His 

Arg 

Gly 

Ala 













145 

<210> 2847 " 

<211> 2830 

<212> DNA 

<213 > Homo sapiens 

<400> 2847 

nntgatcatg atattgcaca tatccctgcc tctgctgtta tatcagcctc tacctctcag 
60 

gtcccctcca tagcaacagt tcctccttgc ctcacaactt cagctccatt aattcgccgt 
120 
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cagctctcac 

180 

aagacagaaa 

240 

ttgtccttta 

300 

tcagaagact 

360 

gaagggtggc 

420 

attcggccat 

480 

gataaaagag 

540 

ttgatagaca 

600 

gactgtgaat 

660 

atccaggaga 

720 

agtcgaagaa 

780 

cctcgccaga 

840 

caaagcccac 

900 

agtcccccaa 

960 

tttgagaaaa 

1020 

gctcatacta 

1080 

agaggtcttg 

1140 

atgcaagaag 

1200 

gatttgaatg 

1260 

ttcacaaatg 

1320 

cgtctgaaaa 

1380 

aagttccttt 

1440 

ccaagaaacc 

1500 

acccacatgg 

1560 

catgactggt 

1620 

agcacagtag 

1680 

acaggagtct 

1740 


atgaccacga 

gatcaaaatc 

agcacgtatc 

ctgggtccag 

ttcatttccg 

ggaaacagat 

agcagacgac 

tctcttacag 

gcctgtttca 

gcagcaacct 

taaaagaata 

gtctcagcat 

actctccgaa 

aagacaaagg 

agccaactgc 

atcggtatat 

aatatacagg 

aactcaacaa 

tgataagcag 

ataaatatgc 

cattaaaaag 

cagctcatct 

tagcaatagt 

tcacccacat 

ttttcacaga 

actcccagcc 

ccccaggaga 


atctgttggc 

atatgatgag 

tagtctgaag 

aaaagattct 

accccttgtc 

gtatgttgtc 

tccgtctgag 

tgagaccaag 

ggctgaagac 

aaacgaagag 

caacaatctg 

caggcaaact 

ggaagagtcg 

cacatggaga 

tacaggaact 

tccattaata 

tatttataga 

gggaatggct 

tttactaaaa 

tgattttatt 

actaattcac 

gaagacagtg 

gtttggtccc 

gcctgaccag 

agaaggtgct 

agtgccaaac 

tgtatcagat 


cctcctagcc 

ggtctggatg 

ggaatcaaga 

tcctcagagg 

accgataagg 

cttcggggtc 

gaagagcagc 

aggaaaaatg 

agagatgata 

gacactggag 

atgagcaaag 

ttgcttggtg 

gaaaggaaac 

aaaggcattc 

ttcggcgtcc 

gttgacatat 

gttcctggaa 

gatattgata 

tccttcttca 

gaagccaatc 

gatttgcctg 

gcagaaaatt 

acccttgttc 

tacaagattg 

gaagagcctc 

atagatcatt 

tcagctacta 


tggatgctca 

attacagaga 

tcgcagacag 

tcttcagtga 

gcaagcgagt 

attcacttta 

ccatcagtgt 

tgtttcgact 

tgctagcttg 

tcactaacag 

cagaacagtt 

ctaaatcaga 

ttctcagtaa 

caagtatcat 

gactagatga 

gttgcaaatt 

ataatgcagc 

tacaagatga 

gaaaactccc 

gtaaagaaga 

aacatcatta 

cagaaaaaaa 

gaacatcaga 

tagaaacgct 

ttacaacagt 

tactcaccaa 

gtgactcaac 


gcccaactca 

agatgcaaaa 

ccaaaagtca 

tgctgccaag 

tggtggaagt 

cctgtacaaa 

taatgcttgc 

caccacgtcc 

gatcaagacg 

ggatctaatt 

gccaaaaaca 

gccaaagact 

agatgatacc 

gagaaagaca 

ctgcccacca 

agttgaagaa 

catctcaagt 

taaatggcga 

tgagcctctc 

tcctctagat 

tgaaacactt 

taagatggaa 

agacaacatg 

catccagcac 

gcaggaggaa 

cattggaagg 

aaaatctaag 
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ggttcttggg gatctggaaa ggatcagtat 
1800 

gcagctgcta gtcgcaagag gaagaagccg 
1860 

gatgaactgg acaatgtatt ttttaagaaa 
1920 

aaagaggagt ccaaaaaaga aagtgagaca 
1980 

aaagaaaaca gcactaggaa agaccccagc 
2040 

aaagagagca cgccttctga agaaccctca 
2100 

ccaactctca gctgtcgctt tgccatcctg 
2160 

aagtcctccc accttgaaga gacaggctct 
2220 

caggcctccc tggcaaggtt ttccatgaag 
2280 

gagtttttgg ccaacgtcag caccatcacc 
2340 

tacttgacta gcctggactc cagtcgactg 
2400 

aagggggacg aggcagatga cgagagaagc 
2460 

accgacagcg ggaacgagtt tcccattttc 
2520 

cgaggagaac tgcaaaaagt gactaagagc 
2580 

agttgcaccg agggaagttt aacatcaagt 
2640 

cataaactca tcacatgtga tactctctcc 
2700 

agtggaagtc taggagatgc caagaacgag 
2760 

gatgttatga aaaaaggaaa gtcaactggg 
2820 

gaaaaacagg 

2830 

<210> 2848 
<211> 856 
<212> PRT 

<213 > Homo sapiens 


<400> 2848 


Xaa 

1 

Asp 

His 

Asp 

lie 

5 

Ala His 

He 

Ser 

Thr 

Ser 

Gin 

20 

Val 

Pro Ser 

lie 

Thr 

Ser 

Ala 

35 

Pro 

Leu 

lie Arg 

Arg 

40 

Val 

Gly 

50 

Pro 

Pro 

Ser 

Leu Asp 
55 

Ala 

Ser 

Lys 

Ser 

Tyr 

Asp 

Glu Gly 

Leu 


agcagggaac tgcttgtgtc ctccatcttt 
aaagaaaaag cacagcctag cagctcagaa 
gaaaatgtgg aacagtgtca caatgatact 
ctgggcagaa aacagaagat catcattgcc 
acgacaaaag atgaaaagat atcactagga 
ccaccacaca actcaaaaca caacaagtca 
aaagagagcc ccaggtcact tctggcacag 
gactctggca ctttgctcag cacgtcttcc 
aaatcaacca gtccagaaac gaaacatagc 
tcagattatt ccaccacatc gtctgctaca 
agccctgagg tgcaatccgt ggcagagagc 
gaactcatca gtgaagggcg gcctgtggaa 
cccacagcct tgacttcaga gaggcttttc 
agccggagaa attctgaatg aagtgaagta 
ttagatagcc ggagacagct cttcagttcc 
aggaaaaaat cagcgagatt caagtcagac 
aaagaaacac cttcattaac taaagtgttt 
agtttactga cacccaccag aggcgaatcc 


Pro 

Ala 

10 

Ser 

Ala 

Val 

lie 

Ser 

15 

Ala 

Ala 

25 

Thr 

Val 

Pro 

Pro 

Cys 

30 

Leu 

Thr 

Gin 

Leu 

Ser 

His 

Asp 

45 

His 

Glu 

Ser 

Gin 

Pro 

Asn 

Ser 

60 

Lys 

Thr 

Glu 

Arg 

Asp Asp 

Tyr 

Arg 

Glu 

Asp 

Ala 

Lys 
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65 





70 





75 





80 

Leu 

Ser 

Phe 

Lys 

His 

Val 

Ser 

Ser 

Leu 

Lys 

Gly 

lie 

Lys 

lie 

Ala 

Asp 




85 





90 





95 


Ser 

Gin 

Lys 

Ser 

Ser 

Glu 

Asp 

Ser 

Gly 

ser 

Arg 

Lys 

Asp 

Ser 

Ser 

Ser 



100 





105 





HO 



Glu 

Val 

Phe 

Ser 

Asp 

Ala 

Ala 

Lys 

Glu Gly 

Trp 

Leu 

His 

Phe 

Arg 

Pro 



115 





120 





125 




Leu 

Val 

Thr 

Asp 

Lys 

Gly 

Lys 

Arg 

Val 

Gly 

Gly Ser 

lie 

Arg 

Pro 

Trp 


130 





135 





140 





Lys 

Gin 

Met 

Tyr 

Val 

Val 

Leu 

Arg 

Gly His 

Ser 

Leu 

Tyr 

Leu 

Tyr 

Lys 

145 





150 





155 





160 

Asp 

Lys 

Arg 

Glu 

Gin 

Thr 

Thr 

Pro 

Ser 

Glu 

Glu 

Glu 

Gin 

Pro 

lie 

Ser 


165 





170 





175 


Val 

Asn 

Ala 

Cys 

Leu 

lie 

Asp 

lie 

Ser 

Tyr 

Ser 

Glu 

Thr 

Lys 

Arg 

Lys 




180 





185 





190 



Asn 

Val 

Phe 

Arg 

Leu 

Thr 

Thr 

Ser 

Asp 

Cys 

Glu Cys 

Leu 

Phe 

Gin 

Ala 



195 





200 





205 




Glu Asp 

Arg 

Asp 

Asp 

Met 

Leu 

Ala 

Trp 

lie 

Lys 

Thr 

lie 

Gin 

Glu 

Ser 


210 





215 





220 





Ser 

Asn 

Leu 

Asn 

Glu 

Glu 

Asp 

Thr Gly 

Val 

Thr 

Asn 

Arg 

Asp 

Leu 

lie 

225 





230 





235 





240 

Ser 

Arg 

Arg 

lie 

Lys 

Glu 

Tyr 

Asn 

Asn 

Leu 

Met 

Ser 

Lys 

Ala 

GlU 

Gin 





245 





250 





255 


Leu 

Pro 

Lys 

Thr 

Pro 

Arg 

Gin 

Ser 

Leu 

Ser 

lie Arg 

Gin 

Thr 

Leu 

Leu 




260 





265 





270 



Gly Ala 

Lys 

Ser 

Glu 

Pro 

Lys 

Thr 

Gin 

Ser 

Pro 

His 

Ser 

Pro 

Lys 

Glu 



275 





280 





285 




Glu 

Ser 

Glu 

Arg 

Lys 

Leu 

Leu 

Ser 

Lys 

Asp 

Asp 

Thr 

Ser 

Pro 

Pro 

Lys 


290 





295 





300 





Asp Lys Gly 

Thr 

Trp Arg 

Lys 

Gly 

lie 

Pro 

Ser 

lie 

Met 

Arg 

Lys 

Thr 

305 





310 





315 





320 

Phe 

Glu 

Lys 

Lys 

Pro 

Thr 

Ala 

Thr 

Gly 

Thr 

Phe Gly 

Val 

Arg 

Leu 

Asp 





325 





330 





335 


Asp Cys 

Pro 

Pro 

Ala 

His 

Thr 

Asn 

Arg 

Tyr 

lie 

Pro 

Leu 

lie 

Val 

Asp 




340 





345 





350 



He 

Cys 

Cys 

Lys 

Leu 

Val 

Glu 

Glu Arg Gly 

Leu 

Glu 

Tyr 

Thr 

Gly 

lie 



355 





360 





365 




Tyr Arg 

Val 

Pro 

Gly Asn 

Asn 

Ala 

Ala 

lie 

Ser 

Ser 

Met 

Gin 

Glu 

Glu 


370 





375 





380 





Leu 

Asn 

Lys 

Gly 

Met 

Ala 

Asp 

lie 

Asp 

lie 

Gin Asp 

Asp 

Lys 

Trp 

Arg 

385 





390 





395 





400 

Asp 

Leu 

Asn 

Val 

lie- 

Ser 

Ser 

Leu 

Leu 

Lys 

Ser 

Phe 

Phe 

Arg 

Lys 

Leu 





405 





410 





415 


Pro 

Glu 

Pro 

Leu 

Phe 

Thr 

Asn 

Asp 

Lys 

Tyr 

Ala Asp 

Phe 

lie 

Glu 

Ala 




420 





425 





430 



Asn Arg 

Lys 

Glu 

Asp 

Pro 

Leu 

Asp 

Arg 

Leu 

Lys 

Thr 

Leu 

Lys 

Arg 

Leu 



435 





440 





445 




lie 

His 

Asp 

Leu 

Pro 

Glu 

His 

His 

Tyr 

Glu 

Thr 

Leu 

Lys 

Phe 

Leu 

Ser 


450 





455 





460 





Ala 

His 

Leu 

Lys 

Thr 

Val 

Ala 

Glu 

Asn 

Ser 

Glu 

Lys 

Asn 

Lys 

Met 

Glu 

465 





470 





475 





480 

Pro 

Arg 

Asn 

Leu 

Ala 

lie 

Val 

Phe 

Gly 

Pro 

Thr 

Leu 

Val 

Arg 

Thr 

Ser 




485 





490 





495 


Glu Asp 

Asn 

Met 

Thr 

His 

Met 

Val 

Thr His 

Met 

Pro 

Asp 

Gin 

Tyr 

Lys 


2082 



WO 00/58473 


PCT/US00/08621 


500 505 510 

He Val Glu Thr Leu lie Gin His His Asp Trp Phe Phe Thr Glu Glu 

515 520 525 

Gly Ala Glu Glu Pro Leu Thr Thr Val Gin Glu Glu Ser Thr Val Asp 

530 535 540 

Ser Gin Pro Val Pro Asn lie Asp His Leu Leu Thr Asn lie Gly Arg 

545 550 555 560 

Thr Gly Val Ser Pro Gly Asp Val Ser Asp Ser Ala Thr Ser Asp Ser 

565 570 575 

Thr Lys Ser Lys Gly Ser Trp Gly Ser Gly Lys Asp Gin Tyr Ser Arg 

580 585 590 

Glu Leu Leu Val Ser Ser lie Phe Ala Ala Ala Ser Arg Lys Arg Lys 

595 600 605 

Lys Pro Lys Glu Lys Ala Gin Pro Ser Ser Ser Glu Asp Glu Leu Asp 

610 615 620 

Asn Val Phe Phe Lys Lys Glu Asn Val Glu Gin Cys His Asn Asp Thr 

625 630 635 640 

Lys Glu Glu Ser Lys Lys Glu Ser Glu Thr Leu Gly Arg Lys Gin Lys 

645 650 655 

lie lie lie Ala Lys Glu Asn Ser Thr Arg Lys Asp Pro Ser Thr Thr 

660 665 670 

Lys Asp Glu Lys lie Ser Leu Gly Lys Glu Ser Thr Pro Ser Glu Glu 

675 680 685 

Pro Ser Pro Pro His Asn Ser Lys His Asn Lys Ser Pro Thr Leu Ser 

690 695 700 

Cys Arg Phe Ala lie Leu Lys Glu Ser Pro Arg Ser Leu Leu Ala Gin 

705 710 715 720 

Lys Ser Ser His Leu Glu Glu Thr Gly Ser Asp Ser Gly Thr Leu Leu 

725 730 735 

Ser Thr Ser Ser Gin Ala Ser Leu Ala Arg Phe Ser Met Lys Lys Ser 

740 745 750 

Thr Ser Pro Glu Thr Lys His Ser Glu Phe Leu Ala Asn Val Ser Thr 

755 760 765 

lie Thr Ser Asp Tyr Ser Thr Thr Ser Ser Ala Thr Tyr Leu Thr Ser 

770 775 780 

Leu Asp Ser Ser Arg Leu Ser Pro Glu Val Gin Ser Val Ala Glu Ser 

785 790 795 800 

Lys Gly Asp Glu Ala Asp Asp Glu Arg Ser Glu Leu lie Ser Glu Gly 

805 810 815 

Arg Pro Val Glu Thr Asp Ser Gly Asn Glu Phe Pro lie Phe Pro Thr 

820 825 830 

Ala Leu Thr. Ser Glu Arg Leu Phe Arg Gly Glu Leu Gin Lys Val Thr 

835 840 845 

Lys Ser Ser Arg Arg Asn Ser Glu 

850 855 

<210> 2849 
<211> 380 
<212 > DNA 

<213> Homo sapiens 
<400 > 2849 

gcgcgcgtgg agagggcgcg ggagttggca ttcggtggtc ctggcagtta gctgagcacg 
60 
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ccctctgagc cgctcggtgg acaccaggca ctctagtagg cctggcctac ccagaaacag 
120 

caggagagag aagaaacagg ccagctgtga gaagccaagg acaccgagtc ggtcatggca 
180 

cctaaggcgg caaagggggc caagccagag ccagcaccag ctccacctcc acccggggcc 
240 

aaacccgagg aagacaagaa ggacggtaag gagccatcgg acaaacctca aaaggcggtg 
300 

caggaccata aggagccatc ggacaaacct caaaaggcgg tgcagcccaa gcacgaagtg 
360 

ggcacgaagg aggggtgtcg 
380 

<210> 2850 

<211> 76 

<212> PRT 

<213> Homo sapiens 

<400> 2850 


Glu 

1 

Ala 

Lys 

Asp 

Thr 

5 

Glu 

Ser Val 

Met 

Ala 

10 

Pro 

Lys 

Ala Ala 

Lys 

15 

Gly 

Ala 

Lys 

Pro 

Glu 

20 

Pro 

Ala 

Pro Ala 

Pro 

25 

Pro 

Pro 

Pro 

Gly Ala 
30 

Lys 

Pro 

Glu 

Glu Asp 
35 

Lys 

Lys 

Asp Gly Lys 
40 

Glu 

Pro 

Ser 

Asp 

Lys Pro 
45 

Gin 

Lys 

Ala 

Val 

50 

Gin 

Asp 

His 

Lys 

Glu Pro 
55 

Ser Asp 

Lys 

Pro 

60 

Gin Lys 

Ala 

Val 

Gin 

Pro 

Lys 

His 

Glu 

Val 

Gly Thr 

Lys 

Glu 

Gly Cys 





65 

<21Q> 2851 
<211> 2459 
<212> DNA 
<213 > Homo 

<400> 2851 

70 

sapiens 

75 



nntgatcaga 

60 

gttcgactct 

tgcccaacac 

tctgttgaac 

tgactttacc 

caatcatcat 

ccatttcata 

120 

gagatttgct 

ccgatatgcc 

aagctgatgg 

agtggctaaa 

gagtacagat 

tatggaaaat 

180 

atgaaggact 

aacaaagaat 

tacatggatt 

atttatcccg 

actatatgaa 

agagaaatca 

240 

aagatttctt 

tgaagttgca 

aagatcaaga 

tgactggcac 

aactaaagaa 

agcaagaagt 

300 

ttggtcttca 

tggaagttcg 

gggaaattaa 

ctggatctac 

ttctagtcta 

aataagctca 

360 

gtgttcagag 

ttcagggaat 

cgcagatctc 

agtcatcttc 

cctgttggat 

a-tqggaaaca 

420 

tgtctgcctc 

tgatctcgat 

gttgctgaca 

ggaccaaatt 

tgataagatc 

tttgaacagg 

480 

tactaagtga 

actggagccc 

ctatgtctgg 

cagaacagga 

cttcataagt 

aaatttttca 

540 

aactacagca 

acatcaaagt 

gtgcctggaa 

ctatgaaatt 

ttaagactga 
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gcaggctttt gctatatcaa tactagtcaa attgttggtc ttttattatg taaagtgcct 
600 

gaataatttt tgcaggctga agcagaggac ctggatggag gaacattatc acggcaacat 
660 

aattgtggca caccactgcc tgtttcatct gagaaagata tgatccgcca gatgatgatt 
720 

aaaatatttc gctgcattga gccagagctg aacaacctaa ttgcattagg agacaaaatt 
780 

gatagcttta actctcttta tatgttagtc aaaatgagtc atcatgtgtg gactgcacaa 
840 

aatgtggacc ctgcttcttt cctaagtact acattgggaa atgttttggt gactgtcaaa 
900 

aggaactttg acaaatgcat tagtaaccaa ataaggcaaa tggaagaagt aaagatctca 
960 

aaaaagagta aagttggaat tcttccattt gttgctgaat ttgaagaatt tgctggactt 
1020 

gcagaatcaa tcttcaaaaa tgctgagcgt cgtggagacc tggataaagc atacaccaaa 
1080 

cttatcagag gagtatttgt taatgtggag aaagtagcaa atgaaagcca gaagaccccc 
1140 

agggatgtgg ttatgatgga aaactttcac catatttttg caactctttc tcgattgaaa 
1200 

atctcatgtc tagaagcaga aaaaaaagaa gccaaacaaa aatacacaga tcaccttcag 
1260 

tcttatgtca tttactcttt aggacaacct cttgaaaaac taaatcattt ctttgaaggt 
1320 

gttgaagctc gcgtggcaca gggcataagg gaggaggaag taagttacca acttgcattt 
1380 

aacaaacaag aacttcgtaa agtcattaag gagtaccctg gaaaggaagt aaaaaaaggt 
1440 

ctagataacc tctacaagaa agttgataaa catttatgtg aagaagagaa cttacttcag 
1500 

gtggtgtggc actccatgca agatgaattt atacgccagt ataagcactt tgaaggtttg 
1560 

atagctcgct gttatcctgg atctggtgtt acaatggaat tcactattca ggacattctg 
1620 

gattattgtt ccagcattgc acagtcccac taaaccttgt gaaagaagaa aagataactg 
1680 

aatgaagcat ttgagtataa cagacactat accaaaatac caagcaactg ttttgagaac 
1740 

ccagacttaa aattttatgt attattaaat gttagataaa tgggtagtac catactacaa 
1800 

atatttaaat gcaaaattac caacctatat agcagtttta tttgccctat aggttgcata 
1860 

ctaacttaag cattcatgtc accataaaat gcctttagca tttctcaatg actggatggg 
1920 

aaattttcct ttattgccta gctgcttgtg tttgagtggt tgtcctatga gcaatgcatt 
1980 

tggagttctt cagctttcac tacttctctg ttgcttgcta atcatgtaac tactaaaata 
2040 

ctgtacaaaa ttgttttttt cacactaaca aatgtgtata tggagaagag ggctcatgtg 
2100 

atgatcattt gtgaacttag atttttgagg attatgtgac tagtaataaa tgtgaaataa 
2160 
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attttcaaaa aagttgacat ttgaaaaaaa aattagtaac caaataaggc aaatggaaga 
2220 

agtaaagatc tcaaaaaaga gtaaagttgg aattcttcca tttgttgctg aatttgaaga 
2280 

atttgctgga cttgcagaat caatcttcaa aaatgctgag cgtcgtggag acctggataa 
2340 

agcatacacc aaacttatca gaggagtatt tgtcaatgtg gagaaagtag caaatgaaag 
2400 

ccagaagacc cccagggatg tggttatgat ggaaaacttt caccatattt ttgcaactc 
2459 


<210> 2852 
<211> 317 
<212> PRT 

c213> Homo sapiens 


<4 00 > 2852 


Met 

He 

Arg 

Gin 

Met 

Met 

lie 

Lys 

1 




5 




Leu 

Asn 

Asn 

Leu 

lie 

Ala 

Leu Gly 




20 





Leu 

Tyr 

Met 

Leu 

Val 

Lys 

Met 

Ser 



35 





40 

Val 

Asp 

Pro 

Ala 

Ser 

Phe 

Leu 

Ser 


50 





55 


Thr 

Val 

Lys Arg 

Asn 

Phe 

Asp 

Lys 

65 





‘70 



Met 

Glu 

Glu 

Val 

Lys 

lie 

Ser 

Lys 





85 




Phe 

Val 

Ala 

Glu 

Phe 

Glu 

Glu 

Phe 




100 





Lys 

Asn 

Ala 

Glu 

Arg 

Arg 

Gly Asp 



115 





120 

He 

Arg 

Gly Val 

Phe 

Val 

Asn 

Val 


130 





135 


Lys 

Thr 

Pro 

Arg 

Asp 

Val 

Val 

Met 

145 





150 



Ala 

Thr 

Leu 

Ser 

Arg 

Leu 

Lys 

lie 





165 




Glu 

Ala 

Lys 

Gin 

Lys 

Tyr 

Thr Asp 




180 





Ser 

Leu 

Gly Gin 

Pro 

Leu 

Glu 

Lys 



195 





200 

Glu 

Ala 

Arg 

Val 

Ala 

Gin 

Gly 

lie 


210 





215 


Leu 

Ala 

Phe 

Asn 

Lys 

Gin 

Glu 

Leu 

225 





230 



Gly Lys 

Glu 

Val 

Lys 

Lys 

Gly 

Leu 





245 




Lys 

His 

Leu 

Cys 

Glu 

Glu 

Glu 

Asn 




260 





Met 

Gin 

Asp 

Glu 

Phe 

lie 

Arg 

Gin 



275 





280 

Ala Arg 

Cys 

Tyr 

Pro Gly 

Ser Gly 


lie 

Phe 

Arg 

Cys 

lie 

Glu 

Pro 

Glu 


10 





15 


Asp 

Lys 

lie 

Asp 

Ser 

Phe 

Asn 

Ser 

25 





30 



His 

His 

Val 

Trp 

Thr 

Ala 

Gin 

Asn 





45 




Thr 

Thr 

Leu 

Gly 

Asn 

Val 

Leu 

Val 




60 





Cys 

lie 

Ser 

Asn 

Gin 

lie 

Arg 

Gin 


75 





80 

Lys 

Ser 

Lys 

Val 

Gly 

lie 

Leu 

Pro 


90 





95 


Ala 

Gly 

Leu 

Ala 

Glu 

Ser 

lie 

Phe 

105 





110 



Leu 

Asp 

Lys 

Ala 

Tyr 

Thr 

Lys 

Leu 





125 




Glu 

Lys 

Val 

Ala 

Asn 

Glu 

Ser 

Gin 




140 





Met 

Glu 

Asn 

Phe 

His 

His 

lie 

Phe 



155 





160 

Ser 

Cys 

Leu 

Glu 

Ala 

Glu 

Lys 

Lys 


170 





175 


His 

Leu 

Gin 

Ser 

Tyr 

Val 

lie 

Tyr 

185 





190 



Leu 

Asn 

His 

Phe 

Phe 

Glu 

Gly 

Val 





205 




Arg 

Glu 

Glu 

Glu 

Val 

Ser 

Tyr 

Gin 




220 





Arg 

Lys 

Val 

lie 

Lys 

Glu 

Tyr 

Pro 



235 





240 

Asp 

Asn 

Leu 

Tyr 

Lys 

Lys 

Val 

Asp 


250 





255 


Leu 

Leu 

Gin 

Val 

Val 

Trp 

His 

Ser 

265 





270 



Tyr 

Lys 

His 

Phe 

Glu 

Gly 

Leu 

lie 




285 




Val 

Thr 

Met 

Glu 

Phe 

Thr 

lie 

Gin 
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290 295 300 

Asp lie Leu Asp Tyr Cys Ser Ser lie Ala Gin Ser His 


305 310 

<210 > 2853 
<211 > 4993 
<212 > DNA 

<213 > Homo sapiens 
<400> 2853 

cgcggacgag accggggctg tggtgcggag 
60 

agagggogog gggaccgtca gcagcacctt 
120 

gagaagggag agggaggagg ccggggcggg 
180 

tgagaggggc cgtgcggccg gacgtcctcg 
240 

tacagctcag gcccctgggt cccaaatttc 
300 

cccgggtaac agtcctcata gtccagatat 
360 

tgggtctctg tttcatagat tttcaaatat 
420 

cggggttcat tccccgggcg tttcaaatat 
480 

cggggttcag accccacaat cagaaatccg 
540 

ggaggactgg accgcgaggt cagattaggt 
600 

ccgggcccgc ccctcaggaa gggcgaaagc 
660 

cttgcccctc tccctgcttg gcagagccgc 
720 

ggggcaccat agtgacccct accaggccag 
780 

atgccagctg ggggccgggc cgggagcctg 
840 

aaggatgacc cagaaaagct cttctctgac 
900 

gccgtatact ttgcccggga tgtccggaat 
960 

tacagtggga agcagtccaa tgagaaatgg 
1020 

cagaagctcc ggcatcccaa caccattcag 
1080 

gcttggctgg taatggagta ttgcctgggc 
1140 

aaaccccttc aggaggtaga gatcgcagct 
1200 

tatctgcact cccacaacat gatccatagg 
1260 

gagccagggt tagtgaagct aggggacttt 
1320 


315 


agaggctgag acggagaaga ggagaggcag 
agctacaatc gttcagctat tctcggaaga 
agtgggggct gtcaccctcg gaccccggcg 
gggtgggccc ccagtcggtg gccgaagacc 
caggctttgc ,ccctcctcct ttctcagata 
ccgggactcg ggtcccaacc tctctaaacc 
caggttcagg cccctgcgtg caccagtatc 
cggattcagt ctccatcccg ttcagatatt 
gaattcggca gctgtcgccc tcgacgaggg 
tgtcaccccc tcccctccag gggaggcttc 
cgaggaagag gtggcaaggg gaaaggtctc 
tggaggaccc caggcggaag cggaggcgct 
gccccactct cagggccccc aggggccacc 
aaggacccag atgtggctga gctcttcttc 
ctccgggaaa ttggccatgg cagctttgga 
agtgaggtgg tggccatcaa gaagatgtcc 
caagacatca tcaaggaggt gcggttctta 
taccggggct gttacctgag ggagcacacg 
tcagcttctg accttctaga agtgcacaag 
gtgacccatg gggcgcttca gggcctggca 
gatgtgaagg ctggaaacat cctgctgtca 
ggttctgcgt ccatcatggc acctgccaac 
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tccttcgtgg 

1380 

cagtacgatg 

1440 

cggaaaccac 

1500 

gaatcccccg 

1560 

tgtcttcaga 

1620 

gtgctccggg 

1680 

gtgcgggagc 

1740 

cccaacggcc 

1800 

cgggccggga 

1860 

gcctccagcc 

1920 

gaggaggagg 

1980 

atgatgcagg 

2040 

ggctctgaca 

2100 

ccgcctgcag 

2160 

cgtaaccgag 

2220 

gagcatgagc 

2280 

cagcaccaga 

2340 . 

agtgcacggc 

2400 

aagctggccc 

2460 

gagcggaagt 

2520 

gaggcacaga 

2580 

aaccccagca 

2640 

cagcagtgcc 

2700 

ctgcagtgtc 

2760 

ctgctgcggg 

2820 

cttcggcagc 

.2880 

acgcgggctg 

2940 


gcaccccata 

gcaaagtgga 

cgctctttaa 

tgctccagtc 

aaatccctca 

agcggccacc 

tggacaacct 

ctggtgccga 

ctctgaccag 

agagcagctc 

aggaggaaga 

agggggagca 

acctatatga 

ccccagctcc 

accactttgc 

aggactctgc 

agcagctgct 

tgcagcggga 

ggcggcacca 

tccagcagca 

agcggaccta 

ctcccaagcg 

aggcggagga 

gccagtacaa 

aggacctgaa 

acgaggccac 

agctcacccg 


ctggatggca 

cgtctggtcc 

catgaatgcg 

aggacactgg 

agacagacca 

cacagtcatc 

gcagtaccgc 

ggccccagag 

cctcgagagt 

cgtcaacagc 

ggaggaggag 

cacagtcacc 

tgacccctac 

cacttccacc 

caccatccga 

gctgcgggag 

ggccctggag 

gcttgaggcg 

ggccataggt 

catccttggg 

caaacttcgc 

ggagaaggcc 

ggaagcaggg 

gcgcaagatg 

caagaagcag 

gcgggagctg 

cctgcagcac 


cccgaggtga 

ttggggataa 

atgagtgcct 

tctgagtact 

acctcagagg 

atggacctga 

aagatgaaga 

gaggaagagg 

agccactcag 

ctagcagatg 

gaagaaggcc 

tctcacagct 

cagccagaga 

acctcttccg 

accgcctccc 

cagctgagcg 

tcacggctga 

cagcgggctg 

gagaaggagg 

cagcagaaga 

aaggaacagc 

gagtggctgc 

ctgctgcggc 

ttgctggctc 

acccagaagg 

gagctgcggc 

cagacggagc 


tcctggccat 

cctgcatcga 

tataccacat 

tccggaattt 

ttctcctgaa 

tccagaggac 

agatcctgtt 

aggccgagcc 

tgcccagcat 

cctcagacaa 

ctgaagcccg 

ccattatcca 

taacccccag 

cccgccgccg 

tggtcagecg 

gctataagcg 

ggggtgaacg 

gctttggggc 

cacgagctgc 

aggagctggc 

tgaaggagga 

tgcggcagaa 

ggcagcgcca 

ggcacagcct 

acttggagtg 

agctccaggc 

tgggcaacca 


ggatgagggg 

gctggctgaa 

tgcacagaac 

tgtcgactcc 

gcaccgcttt 

caaggatgcc 

ccaagaggca 

ctacatgcac 

gtccatcagc 

cgaggaagag 

ggagatggcc 

ccggctgccg 

ccctctccag 

ggcctactgc 

tcagatccag 

gatgcgacga 

ggaggagcac 

agaggcagaa 

ccaggcc:gag 

tgccctgctg 

gctccaggag 

ggagcagctc 

gtactttgag 

ggaccaggac 

tgcactgctg 

cgtgcagcgc 

gctggagtac 
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aacaagcggc gtgagcaaga 
3000 

aagagcctca aagtacgtgc 
3060 

gctctgggcc cacccaacac 
3120 

gaggcagtcc tggaccaaag 
3180 

attctgggaa aggaaggggc 
3240 

tcaggagccc ctagtcccag 
3300 

ggtctgcctg aggagataga 
3360 

attgttggcc aggaggaggc 
3420 

ctggatgagg agtttgagct 
3480 

gaggaggaag aagaggaaga 
3540 

tgtccttccc ccgacatccc 
3600 

agccagctcc ctggactcct 
3660 

tcctcctctg gcctcctgcc 
3720 

ggtgggggtg gcctgcaggc 
3780. 

gcctcctacc tgctcctttg 
3840 

gcccagggta ccgcactggg 
3900 

gttcccctgg gccttggagc 
3960 

gtggctatgg cagcgggggg 
4020 

atatctcgac tctggttgcg 
4080 

cagggctgtg gggctgtggg 
4140 

gatggcttcc gcagccgcct 
4200 

caacacccat tagctctgtt 
4260 

ctggcacggg ccagccaggg 
4320 

gccagctggg gcctgcttcg 
4380 

agccagcgcc agctagggcc 
4440 

eggaggtcac gcacccgcca 
4500 

cttccagccc aaatctagag 
4560 


gttgcggcag aagcatgcgg 
aggccagcgc cccccgggcc 
aggcacccct atagaacagc 
aatgcttggc gaggaggagg 
cactttggag cccaagcagc 
tccacaaaaa catgggagcc 
ggagcttagg gtgccctccc 
tgggacgtgg agcttgtggg 
tggctgggtc cagggcccag 
gggggctccg attgggaccc 
tcctgaaccc cctccaacac 
gtcccatggc ctcctggccg 
cctcctgctg ctgctgctgc 
agcgctgctg gcccttgagg 
tacagccctg cacctgccct 
ggccgtcctg ggcctgagct 
tgcctggctc ttagcttggc 
cagatgggtg cggcagcagg 

ggttctgctg cgcctgtcac 

r~ 

ggaccggggt ctgtttgcac 
gcccgtccct gggccccggc 
ggcaagggtc tgggtcctgt 
tttagcatcc cacttgcccc 
gggtgaacgg cccacccgaa 
ccctgcctcc caccagccac 
gtcccgggcc ctgcccccct 
cattgagcac tttatctccc 


cccaggttcg ccagcagccc 
ttccactccc cattcctggg 
agccctgctc acctggccag 
aagcagttgg agagagaagg 
agaggattct gggggaagaa 
tggttgatga ggaagtttgg 
ttgtacccca ggagaggagc 
ggaaggagga tgagagtctt 
cactgactcc cgtccctgag 
ctagggatcc tggagatggt 
acctgaggcc ctgccctgcc 
gcctctcctt tgcagtgggg 
ttccattgct ggcagcccag 
tggggctggt gggtctgggg 
ccagtctttt cctactcctg 
ggcgccgagg cctcatgggt 
caggcctagc tctacctctg 
gcccccgggt gcgccggggc 
ccatggcctt ccgggccctg 
tgtaccccaa aaccaacaag 
ggcgtaatcc ccgcaccacc 
gcaagggctg gaactggcgt 
cgtgggccat ccacacactg 
tcccccggct actaccacgc 
tgccagggac tctagccggg 
ggaggtagct gactccagcc 
acgactcagt gaagtttctc 
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cagtccctag tcctctcttt tcacccacct tcctcagttt gctcacttac cccaggccca 
4620 

gcccttcgga cctctagaca ggcagcctcc tcagctgtgg agtccagcag tcactctgtg 
4680 

ttctcctggc gctcctcccc taagttattg ctgttcgccc gctgtgtgtg ctcatcctca 
4740 

ccctcattga ctcaggcctg gggccagggg tggtggaggg tgggaagagt catgtttttt 
4800 

ttctcctctt tgattttgtt tttctgtctc ccttccaacc tgtccccttc cccccaccaa 
4860 

aaaaagaaaa agacaaacac aaataaaata tctgagcgga actgtgaaaa aaaaaaaaaa 
4920 

aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 
4980 

aaaaaaaaaa aaa 
4993 

<210> 2854 

<211> 1235 

<212> PRT 

<213> Homo sapiens 


<4 00> 2854 


Met 

Pro 

Ala Gly 

Gly 

Arg 

Ala 

Gly 

Ser 

Leu 

Lys 

Asp 

Pro 

Asp Val 

Ala 

1 




5 





10 





15 


Glu 

Leu 

Phe 

Phe 

Lys 

Asp 

Asp 

Pro 

Glu 

Lys 

Leu 

Phe 

Ser 

Asp 

Leu 

Arg 




20 





25 





30 



Glu 

He 

Gly His 

Gly 

Ser 

Phe 

Gly 

Ala 

Val 

Tyr 

Phe 

Ala 

Arg Asp 

Val 



35 





40 





45 




Arg 

Asn 

Ser 

Glu 

Val 

Val 

Ala 

lie 

Lys 

Lys 

Met 

Ser 

Tyr 

Ser Gly 

Lys 


50 





55 





60 





Gin 

Ser 

Asn 

Glu 

Lys 

Trp 

Gin 

Asp 

lie 

lie 

Lys 

Glu 

Val 

Arg 

Phe 

Leu 

65 





70 





75 





80 

Gin 

Lys 

Leu Arg 

His 

Pro 

Asn 

Thr 

lie 

Gin 

Tyr Arg 

Gly 

Cys 

Tyr 

Leu 





85 





90 





95 


Arg 

Glu 

His 

Thr 

Ala 

Trp 

Leu 

Val 

Met 

Glu 

Tyr 

Cys 

Leu 

Gly Ser 

Ala 




100 





105 





110 



Ser 

Asp 

Leu 

Leu 

Glu 

Val 

His 

Lys 

Lys 

Pro 

Leu 

Gin 

Glu 

Val 

Glu 

lie 



115 





120 





125 




Ala 

Ala 

Val 

Thr 

His 

Gly 

Ala 

Leu 

Gin Gly 

Leu 

Ala 

Tyr 

Leu 

His 

Ser 


130 





135 





140 





His 

Asn 

Met 

lie 

His 

Arg 

Asp 

Val 

Lys 

Ala 

Gly Asn 

lie 

Leu 

Leu 

Ser 

145 





150 



• 


155 





160 

Glu 

Pro 

Gly Leu 

Val 

Lys 

Leu 

Gly 

Asp 

Phe 

Gly Ser 

Ala 

Ser 

lie 

Met 





165 





170 





175 


Ala 

Pro 

Ala 

Asn 

Ser 

Phe 

Val 

Gly 

Thr 

Pro 

Tyr Trp 

Met 

Ala 

Pro 

Glu 




180 





185 





190 



Val 

lie 

Leu 

Ala 

Met 

Asp 

Glu 

Gly 

Gin 

Tyr 

Asp Gly 

Lys 

Val 

Asp 

Val 



195 





200 





205 




Trp 

Ser 

Leu Gly 

He 

Thr 

Cys 

lie 

Glu 

Leu 

Ala 

Glu 

Arg 

Lys 

Pro 

Pro 


210 





215 





220 





Leu 

Phe 

Asn 

Met 

Asn 

Ala 

Met 

Ser 

Ala 

Leu 

Tyr 

His 

lie 

Ala 

Gin 

Asn 

225 





230 





235 





240 

Glu 

Ser 

Pro 

val 

Leu 

Gin 

Ser 

Gly 

His 

Trp 

Ser 

Glu 

Tyr 

Phe 

Arg 

Asn 
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245 250 255 


Phe 

Val 

Asp 

Ser 

Cys 

Leu 

Gin 

Lys 

lie 

Pro 

Gin 

Asp 

Arg 

Pro 

Thr 

Ser 




260 





265 





270 



Glu 

Val 

Leu 

Leu 

Lys 

His 

Arg 

Phe 

Val 

Leu 

Arg 

Glu 

Arg 

Pro 

Pro 

Thr 



275 





280 





285 




Val 

He 

Met 

Asp 

Leu 

lie 

Gin 

Arg 

Thr 

Lys 

Asp 

Ala 

Val 

Arg Glu 

Leu 


290 





295 





300 





Asp 

Asn 

Leu 

Gin 

Tyr 

Arg 

Lys 

Met 

Lys 

Lys 

lie 

Leu 

Phe 

Gin 

Glu 

Ala 

305 





310 





315 





320 

Pro 

Asn 

Gly 

Pro 

Gly 

Ala 

Glu 

Ala 

Pro 

Glu 

Glu 

Glu 

Glu 

Glu 

Ala 

Glu 





325 





330 





335 


Pro Tyr 

Met 

His 

Arg 

Ala 

Gly 

Thr 

Leu 

Thr 

Ser 

Leu 

Glu 

Ser 

Ser 

His 




340 





345 





350 



Ser 

Val 

Pro 

Ser 

Met 

Ser 

lie 

Ser 

Ala 

Ser 

Ser 

Gin 

Ser 

Ser 

Ser 

Val 



355 





360 





365 




Asn 

Ser 

Leu 

Ala 

Asp 

Ala 

Ser 

Asp 

Asn 

Glu 

Glu 

Glu 

Glu 

Glu 

Glu 

Glu 


370 





375 





380 





Glu 

Glu 

Glu 

Glu 

Glu 

Glu 

Glu 

Glu 

Gly Pro 

Glu 

Ala 

Arg 

Glu 

Met 

Ala 

385 





390 





395 





400 

Met 

Met 

Gin 

Glu 

Gly 

Glu 

His 

Thr 

Val 

Thr 

Ser 

His 

Ser 

Ser 

lie 

lie 





405 





410 





415 


His 

Arg 

Leu 

Pro 

Gly 

Ser 

Asp 

Asn 

Leu 

Tyr 

Asp 

Asp 

Pro 

Tyr Gin 

Pro 




420 





425 





430 



Glu 

lie 

Thr 

Pro 

Ser 

Pro 

Leu 

Gin 

Pro 

Pro 

Ala 

Ala 

Pro 

Ala 

Pro 

Thr 



435 





440 





445 




Ser 

Thr 

Thr 

Ser 

Ser 

Ala 

Arg 

Arg 

Arg 

Ala 

Tyr 

Cys 

Arg 

Asn Arg Asp 


450 





455 





460 





His 

Phe 

Ala 

Thr 

lie 

Arg 

Thr 

Ala 

Ser 

Leu 

Val 

Ser 

Arg 

Gin 

lie 

Gin 

465 





470 





475 





480 

Glu 

His 

Glu 

Gin 

Asp 

Ser 

Ala 

Leu 

Arg 

Glu 

Gin 

Leu 

Ser 

Gly Tyr 

Lys 





485 





490 





495 


Arg Met 

Arg 

Arg 

Gin 

His 

Gin 

Lys 

Gin 

Leu 

Leu 

Ala 

Leu 

Glu 

Ser 

Arg 




500 





505 





510 



Leu Arg 

Gly 

Glu 

Arg 

Glu 

Glu 

His 

Ser 

Ala 

Arg 

Leu 

Gin 

Arg 

Glu 

Leu 



515 





520 





525 




Glu 

Ala 

Gin 

Arg Ala 

Gly 

Phe 

Gly 

Ala 

Glu 

Ala 

Glu 

Lys 

Leu 

Ala Arg 


530 





535 





540 





Arg 

His 

Gin 

Ala 

lie 

Gly 

Glu 

Lys 

Glu 

Ala 

Arg 

Ala 

Ala 

Gin 

Ala 

Glu 

545 





550 





555 





560 

Glu Arg 

Lys 

Phe 

Gin 

Gin 

His 

lie 

Leu Gly 

Gin 

Gin 

Lys 

Lys 

Glu 

Leu 





565 





570 





575 


Ala 

Ala 

Leu 

Leu 

Glu 

Ala 

Gin 

Lys 

Arg 

Thr 

Tyr 

Lys 

Leu 

Arg 

Lys 

Glu 




580 





585 





590 



Gin 

Leu 

Lys 

Glu 

Glu 

Leu 

Gin 

Glu 

Asn 

Pro 

Ser 

Thr 

Pro 

Lys Arg 

Glu 



595 





600 





605 




Lys 

Ala 

Glu 

Trp 

Leu 

Leu 

Arg 

Gin 

Lys 

Glu 

Gin 

Leu 

Gin 

Gin Cys 

Gin 


610 





615 





620 





Ala 

Glu 

Glu 

Glu 

Ala 

Gly 

Leu 

Leu 

Arg Arg 

Gin 

Arg 

Gin 

Tyr 

Phe 

Glu 

625 





630 





635 





640 

Leu 

Gin 

Cys 

Arg 

Gin 

Tyr 

Lys 

Arg 

Lys 

Met 

Leu 

Leu 

Ala 

Arg 

His 

Ser 





645 





650 





655 


Leu Asp 

Gin 

Asp 

Leu 

Leu 

Arg 

Glu 

Asp 

Leu 

Asn 

Lys 

Lys 

Gin 

Thr 

Gin 




660 





665 





670 



Lys Asp 

Leu 

Glu 

Cys 

Ala 

Leu 

Leu 

Leu 

Arg 

Gin 

His 

Glu 

Ala 

Thr Arg 
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675 680 685 


Glu 

Leu 

Glu 

Leu 

Arg 

Gin 

Leu 

Gin 

Ala 

Val 

Gin 

Arg 

Thr 

Arg 

Ala 

Glu 


690 





695 





700 





Leu 

Thr 

Arg 

Leu 

Gin 

His 

Gin 

Thr 

Glu 

Leu 

Gly 

Asn 

Gin 

Leu 

Glu 

Tyr 

705 




710 





715 





720 

Asn 

Lys 

Arg 

Arg 

Glu 

Gin 

Glu 

Leu 

Arg 

Gin 

Lys 

His 

Ala 

Ala 

Gin 

Val 





725 





730 





735 


Arg 

Gin 

Gin 

Pro 

Lys 

Ser 

Leu 

Lys 

Val 

Arg 

Ala 

Gly 

Gin 

Arg 

Pro 

Pro 



740 





745 





750 



Gly 

Leu 

Pro 

Leu 

Pro 

lie 

Pro 

Gly 

Ala 

Leu 

Gly 

Pro 

Pro 

Asn 

Thr 

Gly 


755 





760 





765 




Thr 

Pro 

He 

Glu 

Gin 

Gin 

Pro 

Cys 

Ser 

Pro 

Gly 

Gin 

Glu 

Ala 

Val 

Leu 


770 





775 





780 





Asp 

Gin 

Arg 

Met 

Leu 

Gly 

Glu 

Glu 

Glu 

Glu 

Ala 

Val 

Gly 

Glu 

Arg 

Arg 

785 




790 





795 





800 

lie 

Leu 

Gly 

Lys 

Glu 

Gly 

Ala 

Thr 

Leu 

Glu 

Pro 

Lys 

Gin 

Gin 

Arg 

lie 





805 





810 





815 


Leu 

Gly 

Glu 

Glu 

Ser 

Gly 

Ala 

Pro 

Ser 

Pro 

Ser 

Pro 

Gin 

Lys 

His 

Gly 



820 





825 





830 



Ser 

Leu 

Val 

Asp 

Glu 

Glu 

Val 

Trp 

Gly 

Leu 

Pro 

Glu 

Glu 

lie 

Glu 

Glu 



835 





840 





845 




Leu 

Arg 

Val 

Pro 

Ser 

Leu 

Val 

Pro 

Gin 

Glu 

Arg 

Ser 

lie 

Val 

Gly 

Gin 


850 





855 





860 





Glu 

Glu 

Ala 

Gly 

Thr 

Trp 

Ser 

Leu 

Trp 

Gly 

Lys 

Glu 

Asp 

Glu 

Ser 

Leu 

865 





870 





875 





880 

Leu 

Asp 

Glu 

Glu 

Phe 

Glu 

Leu 

Gly 

Trp 

Val 

Gin 

Gly 

Pro 

Ala 

Leu 

Thr 




885 





890 





895 


Pro 

Val 

Pro 

Glu 

Glu 

Glu 

Glu 

Glu 

Glu 

Glu 

Glu 

Gly 

Ala 

Pro 

lie 

Gly 




900 





905 





910 



Thr 

Pro 

Arg 

Asp 

Pro 

Gly 

Asp 

Gly 

Cys 

Pro 

Ser 

Pro 

Asp 

lie 

Pro 

Pro 



915 





920 





925 




Glu 

Pro 

Pro 

Pro 

Thr 

His 

Leu 

Arg 

Pro 

Cys 

Pro 

Ala 

Ser 

Gin 

Leu 

Pro 


930 





935 





940 





Gly 

Leu 

Leu 

Ser 

His 

Gly 

Leu 

Leu 

Ala 

Gly 

Leu 

Ser 

Phe 

Ala 

Val 

Gly 

945 





950 





955 





960. 

Ser 

Ser 

Ser 

Gly 

Leu 

Leu 

Pro 

Leu 

Leu 

Leu 

Leu 

Leu 

Leu 

Leu 

Pro 

Leu 





965 





970 





975 


Leu 

Ala 

Ala 

Gin 

Gly 

Gly 

Gly 

Gly 

Leu 

Gin 

Ala 

Ala 

Leu 

Leu 

Ala 

Leu 




980 





985 





990 



Glu 

Val 

Gly 

Leu 

Val 

Gly 

Leu 

Gly 

Ala 

Ser 

Tyr 

Leu 

Leu 

Leu 

Cys 

Thr 



995 





1000 




1005 



Ala 

Leu 

His 

Leu 

Pro 

Ser 

Ser 

Leu 

Phe 

Leu 

Leu 

Leu 

Ala 

Gin 

Gly 

Thr 


1010 




1015 




1020 




Ala 

Leu Gly 

Ala 

Val 

Leu 

Gly 

Leu 

Ser 

Trp 

Arg 

Arg 

Gly Leu 

Met 

Gly 

1025 




1030 




1035 




1040 

Val 

Pro 

Leu 

Gly 

Leu 

Gly 

Ala 

Ala 

Trp 

Leu 

Leu 

Ala 

Trp 

Pro 

Gly 

Leu 





1045 




1050 




1055 

Ala 

Leu 

Pro 

Leu 

Val 

Ala 

Met 

Ala 

Ala 

Gly Gly 

Arg 

Trp 

Val 

Arg 

Gin 




1060 




1065 




1070 


Gin Gly 

Pro 

Arg 

Val 

Arg 

Arg Gly 

lie 

Ser Arg 

Leu 

Trp 

Leu Arg Val 



1075 




1080 




1085 



Leu 

Leu 

Arg 

Leu 

Ser 

Pro 

Met 

Ala 

Phe 

Arg 

Ala 

Leu 

Gin Gly Cys 

Gly 


1090 




1095 




1100 




Ala 

Val 

Gly Asp Arg Gly 

Leu 

Phe 

Ala 

Leu Tyr 

Pro 

Lys 

Thr 

Asn 

Lys 
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1105 1110 1115 1120 

Asp Gly Phe Arg Ser Arg Leu Pro Val Pro Gly Pro Arg Arg Arg Asn 

1125 1130 1135 

Pro Arg Thr Thr Gin His Pro Leu Ala Leu Leu Ala Arg Val Trp Val 
1140 1145 1150 

Leu Cys Lys Gly Trp Asn Trp Arg Leu Ala Arg Ala Ser Gin Gly Leu 
1155 1160 1165 

Ala Ser His Leu Pro Pro Trp Ala He His Thr Leu Ala Ser Trp Gly 
1170 1175 1180 

Leu Leu Arg Gly Glu Arg Pro Thr Arg lie Pro Arg Leu Leu Pro Arg 

1185 1190 1195 1200 

Ser Gin Arg Gin Leu Gly Pro Pro Ala Ser His Gin Pro Leu Pro Gly 

1205 1210 1215 

Thr Leu Ala Gly Arg Arg Ser Arg Thr Arg Gin Ser Arg Ala Leu Pro 
1220 1225 1230 

Pro Trp Arg 
1235 

<210> 2855 
<211> 1676 
<212> DNA 

<213> Homo sapiens 
<400> 2855 

ctgaccacat ctcccaactt catggtgctg atcgccacct ccgtggagac ctcagccgcc 
60 

agtggcagcc ccgagggagc tagaatgacc acagttcaga ccatcacagg cagtgatccc 
120 

gaggaagcca tctttgacac cctttgcacc gatgacagct ctgaagaggc aaagacactc 
180 

acaatggaca tattgacatt ggctcacacc tccacagaag ctaagggcct gtcctcagag 
240 

agcagcgcct cttccgacgg cccccatcca gtcatcaccc cgtcacgggc ctcagagagc 
300 

agcgcctctt ccgacggccc ccatccagtc atcaccccgt cacgggcctc agagagcagc 
360 

gcctcttccg acggccccca tccagtcatc accccgtcat ggtccccggg atctgatgtc 
420 

actctcctcg ctgaagccct ggtgactgtc acaaacatcg aggttattaa ttgcagcatc 
480 

acagaaatag aaacaacgac ttccagcatc cctggggcct cagacacaga tctcatcccc 
540 

acggaagggg tgaaggcctc gtccacctcc gatccaccag ctctgcctga ctccnnactg 
600 

aagcaaaacc acacatcact gaggtcanca gcctctgccg agaccctgtc cacagccggc 
660 

accacagagt cagctgcacc tgatgccacg gttgggaccc cactccccac taacagcacc 
720 

atagaaagag aagtgacagc acccagggcc acgaccctca gtggagctct ggtcacagtt 
780 

agcaggaatc ccctggaaga aacctcagcc ctctctgttg agacaccaag ttacgtcaaa 
840 

gtctcaggag cagctccggt ctccatagag gctgggtcag cagtgggcaa aacaacttcc 
900 
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tttgctggga gctctgcttc ctcctacagc 
960 

ccttcagaga caccgaccat ggacatcgca 
1020 

cctcttcctt ctgtcccccc gactacaacc 
1080 

gccaagatca caacctcagc gaagaccacg 
1140 

gctcggacga ggccgaccac agacgtgagt 
1200 

ggctgagtgt ggcttccccg gaagacctca 
1260 

agcagctcca ccgggaactc cacgcccacg 
1320 

tcaggagagg ctaacggaca tcagctgcag 
1380 

gctgccccta gcctgggccc ccaccgacag 
1440 

cccagaaggt tcccatgaag ggcagcatgt 
1500 

gaccctcgct cacatccacc ggagtgtatg 
1560 

gtgtccttgg actcaccttg gcacatgttc 
1620 

catctgtgtg cttccatcct gcattaaaat 
1676 

<210> 2856 
<211> 401 
<212> PRT 

<213> Homo sapiens 


<400> 2856 


Leu. 

Thr 

Thr 

Ser 

Pro 

Asn 

Phe 

Met 

. 1 




5 




Thr 

Ser 

Ala 

Ala 

Ser 

Gly 

Ser 

Pro 




20 





Gin 

Thr 

He 

Thr 

Gly 

Ser 

Asp 

Pro 



35 





40 

Cys 

Thr 

Asp 

Asp 

Ser 

Ser 

Glu 

Glu 


50 





55 


Leu 

Thr 

Leu 

Ala 

His 

Thr 

Ser 

Thr 

65 





70 



Ser 

Ser 

Ala 

Ser 

Ser 

Asp 

Gly 

Pro 





85 




Ala 

Ser 

Glu 

Ser 

Ser 

Ala 

Ser 

Ser 




100 





Pro 

Ser 

Arg 

Ala 

Ser 

Glu 

Ser 

Ser 



115 





120 

Val 

lie 

Thr 

Pro 

Ser 

Trp 

Ser 

Pro 


130 





135 


Glu 

Ala 

Leu 

Val 

Thr 

Val 

Thr 

Asn 

145 





150 



Thr 

Glu 

lie 

Glu 

Thr 

Thr 

Thr 

Ser 


ccctcggaag ccgccctcaa gaacttcacc 
accaaggggc ccttccccac cagcagggac 
aacagcagcc gagggacgaa cagcacctta 
atgaagcccc caacagccac gcccacgact 
gcaggtgaaa atggaggttc ctcctcctgc 
ctgaccccag agtggcagaa aggctgatgc 
cgcctcactt ccaggtctcc ttactgcgtg 
ccaggcatgt cccgtatgcc aaaagagggt 
actgcagctg cgttactgtg ctgagaggta 
ccaagcccct gaccccagat gtggcaacag 
tgtggggagg ggcttcacct gttcccagag 
tgtgtttcag taaagagaga cctgatcacc 
tcactcagtg tggcccagaa aaaaaa 


val 

Leu 

lie 

Ala 

Thr 

Ser 

Val 

Glu 


10 





15 


Glu 

Gly 

Ala 

Arg 

Met 

Thr 

Thr 

Val 

25 





30 



Glu 

Glu 

Ala 

lie 

Phe 

Asp 

Thr 

Leu 





45 




Ala 

Lys 

Thr 

Leu 

Thr 

Met 

Asp 

lie 




60 





Glu 

Ala 

Lys 

Gly 

Leu 

Ser 

Ser 

Glu 



75 





80 

His 

Pro 

Val 

lie 

Thr 

Pro 

Ser 

Arg 


90 





95 


Asp 

Gly 

Pro 

His 

Pro 

Val 

lie 

Thr 

105 





110 



Ala 

Ser 

Ser 

Asp 

Gly 

Pro 

His 

Pro 





125 




Gly 

Ser 

Asp 

Val 

Thr 

Leu 

Leu 

Ala 




140 





lie 

Glu 

Val 

lie 

Asn 

Cys 

Ser 

lie 



155 





160 

Ser 

lie 

Pro 

Gly 

Ala 

Ser 

Asp 

Thr 
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165 





170 





175 


ASp 

Leu 

lie 

Pro 

Thr 

Glu 

Gly 

Val 

Lys 

Ala 

Ser 

Ser 

Thr 

Ser 

Asp 

Pro 



180 





185 





190 



Pro 

Ala 

Leu 

Pro 

Asp 

Ser 

Xaa 

Leu 

Lys 

Gin 

Asn 

His 

Thr 

Ser 

Leu 

Arg 



195 





200 





205 




Ser 

Xaa 

Ala 

Ser 

Ala 

Glu 

Thr 

Leu 

Ser 

Thr 

Ala 

Gly 

Thr 

Thr 

Glu 

Ser 


210 





215 





220 





Ala 

Ala 

Pro 

Asp 

Ala 

Thr 

Val 

Gly 

Thr 

Pro 

Leu 

Pro 

Thr 

Asn 

Ser 

Thr 

225 




230 





235 





240 

He 

GlU 

Arg 

Glu 

Val 

Thr 

Ala 

Pro 

Arg 

Ala 

Thr 

Thr 

Leu 

Ser 

Gly 

Ala 





245 





250 





255 


Leu 

Val 

Thr 

Val 

Ser 

Arg 

Asn 

Pro 

Leu 

Glu 

Glu 

Thr 

Ser 

Ala 

Leu 

Ser 




260 





265 





270 



Val 

Glu 

Thr 

Pro 

Ser 

Tyr 

Val 

Lys 

Val 

Ser 

Gly 

Ala 

Ala 

Pro 

val 

Ser 



275 





280 





285 




lie 

Glu 

Ala 

Gly 

Ser 

Ala 

Val 

Gly 

Lys 

Thr 

Thr 

Ser 

Phe 

Ala 

Gly 

Ser 


290 





295 





300 





Ser 

Ala 

Ser 

Ser 

Tyr 

Ser 

Pro 

Ser 

Glu 

Ala 

Ala 

Leu 

Lys 

Asn 

Phe 

Thr 

305 





310 





315 





320 

Pro 

Ser 

Glu 

Thr 

Pro 

Thr 

Met 

Asp 

lie 

Ala 

Thr 

Lys 

Gly 

Pro 

Phe 

Pro 





325 





330 





335 


Thr 

Ser 

Arg 

Asp 

Pro 

Leu 

Pro 

Ser 

Val 

Pro 

Pro 

Thr 

Thr 

Thr 

Asn 

Ser 




340 





345 





350 



Ser 

Arg 

Gly 

Thr 

Asn 

Ser 

Thr 

Leu 

Ala 

Lys 

lie 

Thr 

Thr 

Ser 

Ala 

Lys 


355 





360 





365 




Thr 

Thr 

Met 

Lys 

Pro 

Pro 

Thr 

Ala 

Thr 

Pro 

Thr 

Thr 

Ala 

Arg 

Thr 

Arg 


370 





375 





380 





Pro 

Thr 

Thr 

Asp 

Val 

Ser 

Ala 

Gly 

Glu 

Asn 

Gly 

Gly 

Ser 

Ser 

Ser 

Cys 

385 





390 





395 





400 


Gly 


<210> 2857 
<211> 1668 
<2 12> DNA 
<213 > Homo sapiens 

<4 00> 2857 

ctggttggga gttggtaggg tcgcaccggg acagcccgga agagttcgtt tggggctggg 
60 

ggctgggcgg gaggaggtga ctcgggtttc tgtgtaaact tggccgcggt tgccgcagga 
120 

aggctagcca gagggtaatt acacaggtgt aggccggcgg ggcgggcgga gggctcggga 
180 

ggcgcagggg actggaagag ttggctgcgc ccaggcacca ggtggaagaa tttccatacc 
240 

agccctgcgg aggtgcctct gtttccagag gcgtttttgt acgaagggca ttttgaaagc 
300 

gaagcagaag ccgtagaatc agcggcgagc ctgttgaaag aacccacagg tgcatttcac 
360 

agcactctgg gcgaaaattg gatgtgaaaa tgaagccaga ccgagatact ctggatgaat 
420 

attttgaata tgatgcagag gagttcttgg tctctttggc cttgctgata acagaaggac 
480 
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gaacacctga atgttctgta aaaggtcgaa cagaaagctt tcattgccct ccagcacagt 
540 

cttgttaccc agtaactacc aaacatgaat gtagtgacaa gctggcccag tgccgccaag 
600 

ccagacgaac taggtctgag gfccacattgt tgtggaagaa taaccttcca atcatggtgg 
660 

aaatgatgct actaccagac tgctgctaca gcgatgatgg gcccaccaca gagggaattg 
720 

atctaaatga tcctgcgatt aagcaagatg cattattatt agaaagatgg atcttggagc 
780 

cagttcctcg acagaatggt gaccgattta ttgaagagaa gacgcttctg ttggctgtcc 
840 

gctcatttgt gtttttttct cagttaagtg catggctgag tgtttctcat ggtgctattc 
900 

cacgaaatat tctctacaga atcagtgctg ctgatgtaga cctacagtgg aatttttcac 
960 

agactccaat tgagcatgtg tttcctgttc ccaatgtttc tcacaatgtt gccttgaaag 
1020 

tcagtggtca atccctggcc caaacaatct aattatccag ttttgacgtg cagtattcac 
1080 

actaatattg gcctttatga gaaaagaatt caacaacata aacttaaaac tcatcagcac 
1140 

cataacccaa atgaagcaga acaatgtggt acaaacagtt cacagcgtct gtgtagcaaa 
1200 

caaacttgga ccatggcacc tgaaagtgtg ttacatgcaa aaagtggccc aagtccagaa 
1260 

tatactgcag ctgtcaaaaa tatcaaacta tatccaggca ctggcagtaa atctgaccat 
1320 

gggacatctc aagccaatat tctaggcttt agtggtatag gtgatataaa atcacaagaa 
1380 

acatcagtga gaactttaaa atcattttca atggttgatt ccagtatctc taaccgccag 
1440 

agtttctggc agtcagctgg tgagactaac cctttaatag gctctttaat tcaggagcgg 
1500 

caagaaatca ttgcaagaat tgctcaacat ttgattcatt gtgatccaag* cacttcacat 
1560 

gtttctggac gtccatttaa tactcaagag tctagttcac tccattcaaa acttttccgg 
1620 

gtttcacaag aaaatgagaa cgtggggaaa aggtaaagaa gctttctc 
1668 

<210> 2858 
< 211 > 220 
<212 > PRT 

<213 > Homo sapiens 


<400> 2858 


Met 

1 

Lys 

Pro Asp 

Arg 

5 

Asp 

Thr 

Leu 

Asp Glu 
10 

Tyr 

Phe 

Glu 

Tyr 

Asp 

15 

Ala 

Glu 

Glu 

Phe Leu 
20 

Val 

Ser 

Leu 

Ala 

Leu Leu 
25 

He 

Thr 

Glu 

Gly 

30 

Arg 

Thr 

Pro 

Glu 

Cys Ser 
35 

Val 

Lys Gly 

Arg 

40 

Thr Glu 

Ser 

Phe 

His 

45 

Cys 

Pro 

Pro 

Ala 

Gin 

Ser Cys 

Tyr 

Pro 

Val 

Thr 

Thr Lys 

His 

Glu 

Cys 

Ser 

Asp 

Lys 
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50 


Leu 

65 

Ala 

Gin 

Cys 

Arg 

Gin 

70 

Leu 

Trp 

Lys 

Asn 

Asn 

85 

Leu 

Asp 

Cys 

Cys 

Tyr 

100 

Ser 

Asp 

Asn 

Asp 

Pro 

115 

Ala 

lie 

Lys 

Leu 

Glu 

130 

Pro 

Val 

Pro 

Arg 

Thr 

145 

Leu 

Leu 

Leu 

Ala 

Val 

150 

Ala 

Trp 

Leu 

Ser 

val 

165 

Ser 

Arg 

He 

Ser 

Ala 

180 

Ala 

Asp 

Pro 

lie 

Glu 

195 

His 

Val 

Phe 

Leu 

Lys 

210 

Val 

Ser 

Gly Gin 


55 

Ala 

Arg 

Arg 

Thr 

Arg 

60 

Ser 

Pro 

lie 

Met 

Val 

75 

Glu 

Met 

Asp 

Gly 

Pro 

90 

Thr 

Thr 

Glu 

Gin 

Asp 

105 

Ala 

Leu 

Leu 

Leu 

Gin 

120 

Asn 

Gly Asp 

Arg 

Phe 

135 

Arg 

Ser 

Phe 

Val 

Phe 

140 

Phe 

His 

Gly 

Ala 

lie 

155 

Pro Arg 

Val 

Asp 

Leu 

170 

Gin 

Trp 

Asn 

Pro 

Val 

185 

Pro 

Asn 

Val 

Ser 

Ser 

200 

Leu 

Ala 

Gin 

Thr 

He 

215 





220 


Glu 

Val 

Thr 

Leu 

80 

Met 

Leu 

Leu 

95 

Pro 

Gly 

lie 

110 

Asp 

Leu 

Glu 

125 

Arg 

Trp 

lie 

lie 

Glu 

Glu 

Lys 

Ser 

Gin 

Leu 

Ser 

160 

Asn 

lie 

Leu 

175 

Tyr 

Phe 

Ser 

190 

Gin 

Thr 

His 

205 

Asn 

Val 

Ala 


<210> 2859 

<211> 1029 

<212> DNA 

<2 13 > Homo sapiens 

<400> 2859 

ntgcagaagg aaattgcact 
60 

ccgcctgagt ccaccgccgc 
120 

cacccggcaa tgttccctcg 
180 

gcaggtaccg gcgtcggtag 
240 

cttcagccgc cgccccctgc 
300 

agcctgaacc tcctttcgca 
360 

caaatgaaaa agaaaagtgg 
420 

agtatcagct ctaacaacag 
480 

tctcacacgg aagatctctc 
540 

gacttagggg agcccgaacg 
600 

gagacacctg gggcagtctc 
660 

cttccacaac agaatgttgt 
720 

catcagattc atcatgggca 
780 


cgtctcctcc gcgcccccgg 
ggccgccgcc gctgcagaca 
aaggggoago ggtagtggca 
taatgccaca tcttccgagg 
agcatcttct acgtcgggac 
ggctcagctg caggcacagc 
cttccagata actagcgtta 
tatagcagag gacactgaga 
ttcttcggag atccttgatg 
cagctcctca gaagagaccc 
tcccaaccag ccccaccttc 
gatcaatggg aatgctcatc 
ccacctccaa catggtcacc 


gacccaacac aatgcaccag 
ttagcgctag gaagatggcg 
gcgcctctgc tctcaatgca 
attttccgcc tccgtcgctg 
cacagcctcc gcctccacaa 
ctcttgcgcc aggcggaact 
ctcctgctca gatctccgct 
gctatgatga tctggatgaa 
tgtcactttc cagggctact 
taaataactt ccaggaagcc 
ctcagcctca tttgcctcac 
cacaccacct ccatcaccac 
accatccatc tcatgttgct 


r 
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gtggccagtg catccattac tggtgggcca ccctcaagcc cagtatctag aaaactctct 
840 

acaactggaa gctctgacag tatcacacca gttgcaccaa cttctgctgt atcatccagt 
900 

ggttcacctg catctgtaat gactaatatg cgtgctccaa gtactacagg tggaataggt 
960 

ataaattctg ttactggcac tagtacagta aataatgtta acattactgc tgtgggtagt 
1020 

tttaattcc 

1029 

<210> 2860 
<211> 343 
<212 > PRT 

<213> Homo sapiens 


<4 00> 2860 


Xaa 

Gin 

Lys 

Glu 

lie 

Ala 

Leu 

Val 

Ser 

Ser 

Ala 

Pro 

Pro 

Gly 

Pro 

Asn 

1 



5 





10 





15 


Thr 

Met 

His 

Gin 

Pro 

Pro 

Glu 

Ser 

Thr 

Ala 

Ala 

Ala 

Ala 

Ala 

Ala 

Ala 




20 





25 





30 



Asp 

He 

Ser 

Ala 

Arg 

Lys 

Met 

Ala 

His 

Pro 

Ala 

Met 

Phe 

Pro 

Arg 

Arg 


35 





40 





45 




Gly Ser 

Gly 

Ser 

Gly 

Ser 

Ala 

Ser 

Ala 

Leu 

Asn 

Ala 

Ala 

Gly 

Thr 

Gly 


50 





55 





60 





val 

Gly 

Ser 

Asn 

Ala 

Thr 

Ser 

Ser 

Glu Asp 

Phe 

Pro 

Pro 

Pro 

Ser 

Leu 

65 




70 





75 





80 

Leu 

Gin 

Pro 

Pro 

Pro 

Pro 

Ala 

Ala 

Ser 

Ser 

Thr 

Ser 

Gly 

Pro 

Gin 

Pro 





85 





90 





95 


Pro 

Pro 

Pro 

Gin 

Ser 

Leu 

Asn 

Leu 

Leu 

Ser 

Gin 

Ala 

Gin 

Leu 

Gin 

Ala 




100 





105 





110 



Gin 

Pro 

Leu 

Ala 

Pro 

Gly 

Gly 

Thr 

Gin 

Met 

Lys 

Lys 

Lys 

Ser 

Gly 

Phe 



115 





120 





125 




Gin 

He 

Thr 

Ser 

Val 

Thr 

Pro 

Ala 

Gin 

lie 

Ser 

Ala 

Ser 

lie 

Ser 

Ser 


130 





135 





140 




Glu 

Asn 

Asn 

Ser 

lie 

Ala 

Glu 

Asp 

Thr 

Glu 

Ser 

Tyr Asp 

Asp 

Leu 

Asp 

145 





150 





155 





160 

Ser 

His 

Thr 

Glu 

Asp 

Leu 

Ser 

Ser 

Ser 

Glu 

lie 

Leu 

Asp 

Val 

Ser 

Leu 





165 





170 





175 


Ser 

Arg 

Ala 

Thr 

Asp 

Leu 

Gly 

Glu 

Pro 

Glu 

Arg 

Ser 

Ser 

Ser 

Glu 

Glu 



180 





185 





190 



Thr 

Leu 

Asn 

Asn 

Phe 

Gin 

Glu 

Ala 

Glu 

Thr 

Pro 

Gly 

Ala 

Val 

Ser 

Pro 



195 





200 





205 




Asn 

Gin 

Pro 

His 

Leu 

Pro 

Gin 

Pro 

His 

Leu 

Pro 

His 

Leu 

Pro 

Gin 

Gin 


210 





215 





220 





Asn 

Val 

Val 

lie 

Asn 

Gly 

Asn 

Ala 

His 

Pro 

His 

His 

Leu 

His 

His 

His 

225 





230 





235 





240 

His 

Gin 

lie 

His 

His 

Gly 

His 

His 

Leu 

Gin 

His 

Gly 

His 

His 

His 

Pro 





245 





250 





255 


Ser 

His 

Val 

Ala 

Val 

Ala 

Ser 

Ala 

Ser 

lie 

Thr 

Gly 

Gly 

Pro 

Pro 

Ser 




260 





265 





270 



Ser 

Pro 

val 

Ser 

Arg 

Lys 

Leu 

Ser 

Thr 

Thr 

Gly 

Ser 

Ser 

Asp 

Ser 

lie 



275 





280 





285 




Thr 

Pro 

val 

Ala 

Pro 

Thr 

Ser 

Ala 

Val 

Ser 

Ser 

Ser 

Gly 

Ser 

Pro 

Ala 
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290 295 300 

Ser Val Met Thr As n Met Arg Ala Pro Ser Thr Thr Gly Gly He Gly 

305 310 315 320 

lie Asn Ser Val Thr Gly Thr Ser Thr Val Asn Asn Val Asn lie Thr 

325 330 335 

Ala Val Gly Ser Phe Asn Ser 
340 

<210> 2861 
<211> 756 
<212 > DNA 

<213 > Homo sapiens 
<400> 2861 

gctagctcta gctctgcacc agcccaagaa accatctgcc tcgacgactc actagatgaa 
60 

gacctttctt tccattcacc ttcactggat cttgtttctg aagctttagc ggttatcaac 
120 

aatgggaaca agggccctcc agttggctca aggataagca tgccaaccac aaagcctcgt 
180 

ccaggactga gagaagaaaa attagcaagt atcatgagta agctgccact agctactccc 
240 

aaaaaactag attctactca gactacacat tcttcaagtc ttattgctgg tcacacaggg 
300 

ccagtaccaa agaaacccca ggatttagct catactggca tctcttcagg ccttattgct 
360 

ggttcttcca ttcagaaccc taaagtttct ttagaacctt tgccagccag gctacttcaa 
420 

caaggacttc agaggtcaag ccagattcac acttcttcct cttcacagac ccatgtctcc 
480 

tcttcttccc aagcccaaat tgctgcctct tctcatgctc tgggaacatc cgaggcccaa 
540 

gatgcttctt cgttaacaca agtaacaaag gtgcaccagc attcagctgt ccagcagaac 
600 

tatgtgtctc cattacaggc caccatcagt aaatcccaga ccaaccccgt cgtgaagtta 
660 

agtaataatc cccaactctc ctgttcctcc tcacttatta agacttcaga taagccactt 
720 

atgtaccgcc ttcccttatc tacccccttc acgcgt 
756 

< 210 > 2862 
<211> 252 
<212> PRT 

<213> Homo sapiens 
<400> 2862 

Ala Ser Ser Ser Ser Ala Pro Ala Gin Glu Thr lie Cys Leu Asp Asp 
1 5 10 15 

• Ser Leu Asp Glu Asp Leu Ser Phe His Ser Pro Ser Leu Asp Leu Val 
20 25 30 

Ser Glu Ala Leu Ala Val lie Asn Asn Gly Asn Lys Gly Pro Pro Val 
35 40 45 

Gly Ser Arg He Ser Met Pro Thr Thr Lys Pro Arg Pro Gly Leu Arg 
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50 55 

Glu Glu Lys Leu Ala Ser He Met 
65 70 

Lys Lys Leu Asp Ser Thr Gin Thr 
85 

Gly His Thr Gly Pro val Pro Lys 
100 

Gly lie Ser Ser Gly Leu lie Ala 
115 120 

Val Ser Leu Glu Pro Leu Pro Ala 
130 ' 135 

Arg Ser Ser Gin lie His Thr Ser 
145 150 

Ser Ser Ser Gin Ala Gin lie Ala 
165 

Ser Glu Ala Gin Asp Ala Ser Ser 
180 

Gin His Ser Ala Val Gin Gin Asn 
195 200 

lie Ser Lys Ser Gin Thr Asn Pro 
210 215 

Gin Leu Ser Cys Ser Ser Ser Leu 
225 230 

Met Tyr Arg Leu Pro Leu Ser Thr 


60 

Ser Lys Leu Pro Leu Ala Thr Pro 
75 80 
Thr His Ser Ser Ser Leu lie Ala 
90 95 

Lys Pro Gin Asp Leu Ala His Thr 
105 110 

Gly Ser Ser lie Gin Asn Pro Lys 
125 

Arg Leu Leu Gin Gin Gly Leu Gin 
140 

Ser Ser Ser Gin Thr His Val Ser 
155 160 

Ala Ser Ser His Ala Leu Gly Thr 
170 175 

Leu Thr Gin Val Thr Lys Val His 
185 190 

Tyr Val Ser Pro Leu Gin Ala Thr 
205 

Val Val Lys Leu Ser Asn Asn Pro 
220 

lie Lys Thr Ser Asp Lys Pro Leu 
235 240 

Pro Phe Thr Arg 


245 


250 


<210> 2863 

<211> 711 

<212> DNA 

<213> Homo sapiens 

<400> 2863 

naccgacgtc gaatatccat 
60 

gcgccgagcg gtggcgtcgt 
120 

gccgtgcccg gaatcccagt 
180 

gcaccaactc aactgttttt 
240 

actgcatgtt actgccacca 
300 

cgactgagat acacacctca 
360 

tggcagtaca cccaaggaag 
420 

ccacaagtca atagcatcct 
480 

ggcaaaaatg tcagttctat 
540 

attgaggacc ggagaagtgc 
600 

tttgatggcc atgcaggttg 
660 


gcagcgcgct ccgggagctg 
tgtcgccccc tcctcgtcgg 
cagaagttcc agcctgccac 
tcctctcatc cgtaactgtg 
caaacatctc tgttgttcct 
tccagcatat gctacctttt 
gagatatgct tccacaccac 
taaagctaat gaatacagtt 
ccttggattt gacagcaatc 
agcaacctgc ttgcagacca 
tgcttgttcc caggcagtca 


cacggngctg cgtggaaaga 
gaagaatcgt ttggtctcct 
tgttctctga tgccatgcca 
aactgagcag gatctatggc 
catcgtacat tcctcagagt 
gcaggccaaa ggagaactgg 
agaaatttta cctcacacct 
tcaaagtgcc agaatttgac 
agctgcctgc aaatgcaccc 
gagggatgct tttgggggtt 
gtgaaagact cttttattat 
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attgctgtct ctttgttacc ccatgagact ttgctagaga ttgaaaatgc a 
711 

<210 > 2864 
<211 > 237 
<212 > PRT 

<213 > Homo sapiens 
<400 > 2864 

Xaa Arg Arg Arg lie Ser Met Gin Arg Ala Pro Gly Ala Ala Arg Xaa 
15 10 15 

Cys Val Glu Arg Ala Pro Ser Gly Gly Val Val Val Ala Pro Ser Ser 
20 25 30 

Ser Gly Arg He Val Trp Ser Pro Ala Val Pro Gly lie Pro Val Arg 
35 40 45 

Ser Ser Ser Leu Pro Leu Phe Ser Asp Ala Met Pro Ala Pro Thr Gin 
50 55 60 

Leu Phe Phe Pro Leu lie Arg Asn Cys Glu Leu Ser Arg lie Tyr Gly 
65 70 75 80 

Thr Ala Cys Tyr Cys His His Lys His Leu Cys Cys Ser Ser Ser Tyr 
85 90 95 

lie Pro Gin Ser Arg Leu Arg Tyr Thr Pro His Pro Ala Tyr Ala Thr 
100 105 110 

Phe Cys Arg Pro Lys Glu Asn Trp Trp Gin Tyr Thr Gin Gly Arg Arg 
115 120 125 

Tyr Ala Ser Thr Pro Gin Lys Phe Tyr Leu Thr Pro Pro Gin Val Asn 
130 135 140 

Ser lie Leu Lys Ala Asn Glu Tyr Ser Phe Lys Val Pro Glu Phe Asp 

145 150 155 160 

Gly Lys Asn Val Ser Ser lie Leu Gly Phe Asp Ser Asn Gin Leu Pro 

165 170 175 

Ala Asn Ala Pro lie Glu Asp Arg Arg Ser Ala Ala Thr Cys Leu Gin 
180 185 ' 190 

Thr Arg Gly Met Leu Leu Gly Val Phe Asp Gly His Ala Gly Cys Ala 
195 200 205 

Cys Ser Gin Ala Val Ser Glu Arg Leu Phe Tyr Tyr lie Ala Val Ser 
210 215 220 

Leu Leu Pro His Glu Thr Leu Leu Glu lie Glu Asn Ala 

225 230 235 

<210> 2865 
<211> 585 
<212 > DNA 

<213 > Homo sapiens 
<400 > 2865 

nggatccttc caaggtatcc aggtaaccgc cacagtttgg aatagagatg ttaggagaga 
60 

agaagtagta gaagacaaag acagttcttt aaattcttga gaagtatgag ctctgtgtat 
120 

ctgcagtgta aagttttgat atgtgatagc agtgaccacc agtctcgctg caatcaaggt 
180 

tgtgtctcca gaagcaaacg agacatttct tcatataaat ggaaaacaga ttccatcata 
240 
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ggacccattc gtctgaaaag ggatcgaagt gcaagtggca attcaggatt tcagcatgaa 
300 

acacatgcgg aagaaactcc aaaccagcct ttcaacagtg tgcatctgtt ttccttcatg 
360 

gttctagctc tgaatgtggt gactgtagcg acaatcacag tgaggcattt tgtaaatcaa 
420 

cgggcagact acaaatacca gaagctgcag aactattaac taacaggtcc aaccctaagt 
480 

gagacatgtt tctccaggat gccaaaggaa atgctacctc gtggctacac atattatgaa 
540 

taaatgagga agggcctgaa agtggcacac aggcctgcaa aaaaa 
585 

<210> 2866 
<211> 134 
<212> PRT 

<213> Homo sapiens 
<400> 2866 


Glu Arg 

Arg 

Ser 

Ser 

Arg 

Arg 

Gin 

Arg 

Gin 

Phe 

Phe 

Lys 

Phe 

Leu Arg 

1 




5 





10 





15 


Ser 

Met 

Ser 

Ser 

val 

Tyr 

Leu 

Gin 

Cys 

Lys 

Val 

Leu 

lie 

Cys 

Asp 

Ser 




20 





25 





30 



Ser Asp 

His 

Gin 

Ser 

Arg 

Cys 

Asn 

Gin 

Gly Cys 

Val 

Ser 

Arg 

Ser 

Lys 



35 





40 





45 




Arg 

Asp 

lie 

Ser 

Ser' Tyr 

Lys 

Trp 

Lys 

Thr Asp 

Ser 

lie 

lie 

Gly 

Pro 


50 





55 





60 





lie 

Arg 

Leu 

Lys 

Arg Asp 

Arg 

Ser 

Ala 

Ser 

Gly Asn 

Ser 

Gly 

Phe 

Gin 

65 





70 





75 





80 

His 

Glu 

Thr 

His 

Ala 

Glu 

Glu 

Thr 

Pro 

Asn 

Gin 

Pro 

Phe 

Asn 

Ser 

Val 





85 





90 





95 


His 

Leu 

Phe 

Ser 

Phe 

Met 

Val 

Leu 

Ala 

Leu 

Asn 

Val 

Val 

Thr 

Val 

Ala 




100 





105 





110 



Thr 

He 

Thr 

Val 

Arg 

His 

Phe 

val 

Asn 

Gin 

Arg 

Ala 

Asp 

Tyr 

Lys 

Tyr 



115 





120 





125 




Gin 

Lys 

Leu 

Gin 

Asn 

Tyr 












130 


<210> 2867 
<211> 444 
<212> DNA 

<213> Homo sapiens 
<4 00> 2867 

atgctgttca gcctcaagta cctgggcatg acgctagtgg agcagcccaa gggtgaggag 
60 

ctgtcggccg ccgccatcaa gaggatcgtg gctacagcta aggccagtgg gaagaagctg 
120 

cagaaggtga ctctgaaggt gtcgccacgg ggaattatcc ttcatccagg ccatcatcca 
180 

gctcccagac aacactgctg ccactcaagg cttgtggccg cggcacctcg tccatgttgg 
240 

tggtgttggc gctgaccgtg gacagcgggg ccttagccgt ctcctctaag tccagcaggt 
300 
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tcccagtggc gaccaagctc ttcaaggggg gggtgcagtc ttggcgggcc cccaggacgt 
360 

cccctccctc ttggctggct ttgtccctct tctctttctc ttccttggac acctgccaaa 
420 

actcaaaggc gactttgaag gcct 
444 

<210> 2868 
<211> 84 
<212 > PRT 

<213 > Homo sapiens 


<400> 2868 


Met Leu 

Phe 

Ser 

Leu 

Lys 

Tyr 

Leu Gly 

Met 

Thr 

Leu Val 

Glu 

Gin 

Pro 

1 



5 





10 




15 


Lys Gly 

Glu 

Glu 

Leu 

Ser 

Ala 

Ala 

Ala 

lie 

Lys 

Arg lie 

Val 

Ala 

Thr 



2 0 





25 




30 



Ala Lys 

Ala 

Ser 

Gly 

Lys 

Lys 

Leu 

Gin 

Lys 

Val 

Thr Leu 

Lys 

Val 

Ser 


35 





40 




45 




Pro Arg 

Gly 

He 

lie 

Leu 

His 

Pro 

Gly His 

His 

Pro Ala 

Pro 

Arg 

Gin 

50 





55 





60 




His Cys 

Cys 

His 

Ser 

Arg 

Leu 

Val 

Ala 

Ala 

Ala 

Pro Arg 

Pro 

Cys 

Trp 

65 




70 





75 




80 

Trp Cys 

Trp 

Arg 













<2 10> 2869 
<2 11> 5811 
<212> DNA 

<213> Homo sapiens 
<400> 2869 

ntcacatcac catgacaacc ccctgccctt tctccattcc tacagcccaa ctatggaaac 
60 

cagcaatatg gaccaaacag ccagttcccc acccagccag gccagtaccc tacccccaac 
120 

cccccaaggc cactcacctc ccccaactac ccaggacaaa ggatgcccag ccaacccagc 
180 

tccggacagt acccaccccc cacagtcaac atggggcagt attacaagcc agaacagttt 
240 

aatggacaaa ataacacgtt ctcgggaagc agctacagta actacagcca agggaatgtc 
300 

aacaggcctc ccaggccggt tcctgtggca aattaccccc actcacctgt tccagggaac 
360 

cccacacccc ccatgacccc tgggagcagc atccctccat acctgtcccc cagccaagac 
420 

gtcaaaccac ccttcccgcc tgacatcaag ccaaatatga gcgctctgcc accaccccca 
480 

gccaaccaca atgacgagct gcggctcaca ttccctgtgc gggatggcgt ggtgctggag 
540 

cccttccgcc tggagcacaa cctggctgta agcaaccatg tgttccagct gcgagactca 
600 

gtctacaaga ccctgataat gaggcctgac ctggagctgc aattcaagtg ctaccaccac 
660 
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gaggaccggc 

720 

agatgaacac 

caactggccc 

gcctcggtgc 

aggtcagcgt 

gaacgccacg 

ccgctcacca 

780 

tcgagcgcgg 

cgacaacaag 

acctcccaca 

agcccctgca 

cctgaagcac 

gtgtgccagc 

840 

caggccgcaa 

caccatccag 

atcaccgtca 

cggcctgctg 

ctgctcccac 

ctcttcgtgc 

900 

tgcagctagt 

gcaccggccc 

tccgtccgct 

ctgtgctgca 

aggactcctc 

aagaagcgcc 

960 

tcctgcccgc 

agagcactgt 

atcacgaaaa 

tcaagcggaa 

tttcagcagc 

gtggctgcct 

1020 

cctcgggcaa 

cacgaccctc 

aacggggagg 

atggggtgga 

gcagacggcc 

atcaaggtgt 

1080 

ctctgaagtg 

ccccatcaca 

ttccggcgca 

tccagctgcc 

tgctcgagga 

cacgattgca 

1140 

agcatgtgca 

gtgctttgat 

ctggagtcat 

acctgcagct 

gaattgcgag 

agagggacct 

1200 

ggaggtgtcc 

tgtgtgcaat 

aaaaccgctc 

tgctggaggg 

cctggaggtg 

gatcagtaca 

1260 

tgtggggaat 

cctgaatgcc 

atccaacact 

ccgagtttga 

agaggtcacc 

atcgatccca 

1320 

cgtgcagctg 

gcggccggtg 

cccatcaagt 

cggacttaca 

catcaaggat 

gaccctgatg 

1380 

gcatcccctc 

caagcggttc 

aagaccatga 

gtcccagcca 

gatgatcatg 

cccaatgtca 

1440 

tggagatgat 

cgcagccctg 

ggccccggcc 

cgtcccccta 

tcccctcccg 

cctcccccag 

1500 

ggggcaccaa 

ctccaacgac 

tacagcagcc 

aaggcaacaa 

ctaccaaggc 

catggcaact 

1560 

ttgacttccc 

ccacgggaac 

cctggaggga 

catccatgaa 

tgacttcatg 

cacgggcccc 

1620 

cccagctctc 

ccaccccccg 

gacatgccca 

acaacatggc 

cgccctcgag 

aaacccctca 

1680 

gccaccccat 

gcaggaaact 

atgccacacg 

ctggcagctc 

tgaccagccc 

cacccctcca 

1740 

tacaacaagg 

tttgcacgta 

ccacacccca 

gcagccagtc 

agggcctcca 

ttacatcaca 

1800 

gtggggctcc 

tcctcctcct 

ccttcccagc 

ctccccggca 

gccgccacag 

gccgctccca 

1860 

gcagccatcc 

acacagcgac 

ctgaccttta 

acccctcctc 

agccttagag 

ggtcaggccg 

1920 

gagcgcaggg 

agcgtccgac 

atgccggagc 

cttcgctgga 

tctccttccc 

gaactcacaa 

1980 

atcctgacga 

gctcctgtct 

tatctggacc 

cccccgacct 

gccgagcaat 

agtaacgatg 

2040 

acctcctgtc 

tctatttgag 

aacaactgag 

ggccacccgg 

tcggggccat 

ccctccacac 

2100 

tctgcatcct 

accccaccta 

cccaacacac 

ttttccacct 

gggagcctgt 

gccctcagac 

2160 

cgccccgcac 

cagagccacg 

ggctgtgggg 

cggggagccc 

tcccccgctg 

cagccctctc 

2220 

agaacagagg 

ggtagggagg 

gtgcaccagt 

gcaccaggaa 

ggctgtgtgg 

gtctggagcc 

2280 

cacgtcccac 

ctccacaccc 

ttggcttggg 

cccatgccca 

gcgcaggcct 
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gaagaccacc ctcccgagag gaaccagccc ggtaagaggg cacacgctga tgcggcttcc 
2340 

cggtccctcc gcgtgtgccg attccagatg accttccagt gtccccaagg ttcttccatc 
2400 

ttctagactg taaccctgcc tccctgcttc ctggtccaga gcctccctcc agtgactgtg 
2460 

gagcctgaga aggcccccgg gccccagcat gggccccgag ccttggagga gcactggcag 
2520 

ttggtggcag tgagaccagc ccacccacca ccacccacca cagaaaagca caaacctctg 
2580 

ggaaagacaa cgtctctcgg gggccagggg tcatcggttt gacccctgac ctataagcca 
2640 

agatacccca taaacacact cagaaagcag agaaaaagga caagagtctg tgtttgagag 
2700 

ggggtctgcc attcctgctt ggggactggt ggggaagagg gccaggacat cttctgagcc 
2760 

aggacgtccc tgaggctcca cctccaagct cagacagggc ccaggcttgg ggaacagaga 
2820 

gagcaggtgt acacccaacc aaagtgattg tgcccttggt tggggggcgc gggcatataa 
2880 

cctgtcagaa gcaaacagga gcggcaactt ctaactttgc tccaagccac tctcttttta 
2940 

aacagcaaca atttaaagct atgaagtcac ctggagaaaa ggaacgttgc tcttggacag 
3000 

caagcaaacc atttctctcc gtctgttctg tttttctcct agtccctctc ctgccacctc 
3060 

tccaagactt ccgtgggaca cccacttccc tctgtcctag ttctctttgt ccaatcagat 
3120 

ggcaagggca gtgcgtggaa aggccgggga ggtgcagaaa ccagagccca gggcaatggt 
3180 

gtctgtccag cccctccctc tgtccctgtg ctccaagctg cccccggctg cagcccaggc 
3240 

catggacatg tgcaccagta tgtacctgca ggcatggggg ggaggggggc gtgtttctgg 
3300 

gcctgcccca gacactgccc ttggctgcca gcctaccctg cctgcactcc tccaccatca 
3360 

caatctcacc caaactcctg ctcactcaag caaaagcagc ctctggcctt ccctccaccg 
3420 

ctttgctcca tctggcttac cactctccag ggcctcctgg ggagcctgtc ctgtgttcac 
3480 

tttgtttcag gctggtctgt gccccgtgag ccacatggcc tagggtgatg ccaggttgtc 
3540 

ccgtcactgg ggtcccatct gtaaattctt tgcgcccttc ccggctgctg cctggggccc 
3600 

tttcctgctc tcccgtccgc tgtgggtggt ccccagcact cctctgtggg ttttaccgga 
3660 

aaggtggccc cagctgttga cttccagtca ctgtcccaga cggcacaagg ttttctgtag 
3720 

gaaagctgcc attgccccgg ccccttttct tcctttgtcc cgttgtcgag gttttttcaa 
3780 

atagcgtgtt gttcagtatg caaatcaatt attttaagaa tcgcttttgt aaatatcttt 
3840 

gCgaatattt tagtatcgtc tttgataata ttcaacattt tcatgacctg gttatagcct 
3900 
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ttgctggtgt 

3960 

ttttaaaata 

cctggactca 

atgacaaaga 

ccgagtcttc 

ttttttttaa 

acaaaaacaa 

4020 

aaaaagcaac 

cagggctatt 

tgtacagttg 

aaggggtgaa 

cagaatgggc 

ggctgtgctg 

4080 

ggagttggaa 

gaccgggcag 

cccgctattt 

agagccatcc 

ctcagtcagc 

tggcagggac 

4140 

aagccaacgc 

caggtagcat 

gtggccaccc 

ttgcccagtg 

tctgtggcct 

ggcaagtggc 

4200 

cacgccctgt 

gtcagaccat 

ctgggaatta 

agctccagac 

agacttacag 

atgccttcct 

4260 

taggagttct 

tgcttcttgc 

gttgatactt 

tgccccagaa 

aggcctggga 

ttcattctgg 

4320 

ttcttatcag 

ggtgtgtcca 

cactctgctc 

acaggtggat 

ccacggcttt 

ccagtgcgga 

4380 

gagtcg ; agat 

gctccctgca 

gcccaggccc 

cgggcacctc 

ctgcaaccat 

ctctgggctc 

4440 

agcacctgag 

gcgggtttcc 

tgggtcccct 

ctccagcaag 

cctccaccag 

caagctcggc 

4500 

ccagagcttc 

ccttccggct 

ggctctgaac 

cgtgcgtggt 

gcctacagcc 

tgcagtctgg 

4560 

agacaagctc 

ttccggagtg 

ctctgggagc 

caggccaggg 

tgtgagggag 

gtgcagaggc 

4620 

atccggggcg 

ggagcaagcc 

ccaggttgtg 

acaggtgcag 

gtagacaacg 

cccataaaca 

4680 

gagatggtcc 

tgaactctgg 

agagatcctt 

ccctgatcct 

ttcggacgac 

tacttggagc 

4740 

cataagtaac 

ctcagcaaaa 

acgaggcctc 

tgcaagccac 

ttttccatgc 

caagcatcca 

4800 

cccggcccac 

aggcatgttt 

ctgccgccac 

tccgcaagat 

ggacagggag 

ccagcaggca 

4860 

ggcgggaagg 

gccaagtaca 

ggcaatcacc 

cccatcttct 

tggtttgaag 

ctttatccat 

4920 

gtatcatgtt 

ccgtgtagcc 

attttatttt 

ttaagaaact 

gctaatactt 

tctccctaat 

4980 

ggaagccctg 

atcccccaga 

gagctacagg 

tctgctcccg 

acgggcctcg 

ggcctgaccc 

5040 

gtccacacag 

ggccgtgtca 

acagcagcga 

ctcaagggac 

gtgtgtacat 

atgtaaatga 

5100 

gaaatagaga 

cgtgtcaaca 

gatgcattca 

tttctcttgg 

aatgtgtatt 

gtttttattt 

5160 

tgcgaaacaa 

aacaaaacaa 

aaaaaaaagc 

ttggaactcc 

atcacgtgga 

aaaactagat 

5220 

cctgttggtt 

atagcat.ttg 

tgagttctcc 

acgtctgtct 

ctctcgctca 

tgtaatatac 

5280 

tctgaccctg 

agtggaaagg 

ggtttttgtt 

ctgtttttat 

tttacctaca 

tgtactattt 

5340 

agcttcagtg 

tactagtcct 

gccacctgtg 

tatttttagg gtgctatgga 

aataatgaaa 

5400 

agaaacgggg 

atttcagaag 

aaaattgtaa 

ccaaattcat 

actttgtata 

atttttgata 

5460 

tcatgatcac 

aggtgattca 

cacgtacaca 

cataaacaca 

cccaccagtg 

cagcctgaag 

5520 

taactcccac 

agaaaccatc 

atcgtctttg 

tacatcgtat gtacaatgca 
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atcatttcat actttaaact ggtcaaaaaa ctaattgtga tttctagtct tgcaaagctg 
5580 

tatgtagtta gatgatgtga caacctctaa tatttatcta ataaatatgt attcagatga 
5640 

aacctgtata ttaggtgttc atgtggttat tttgtattta aagatcaaat tatttgacta 
5700 

ttgctagaca tttctatact ctgttgtaac actgaggtat ctcatttgcc catgttaatt 
5760 

tttttctaaa taaattgaca aaaacaaaaa aaaaaaaaaa aagggcggcc g 
5811 

<210> 2870 
<211> 258 
<212> PRT 

<213 > Homo sapiens 


<400> 2870 


Glu 

Phe 

Glu 

Glu 

Val 

Thr 

lie Asp 

Pro 

Thr 

Cys 

Ser 

Trp 

Arg 

Pro 

Val 

i 




5 





10 





15 


Pro 

He 

Lys 

Ser 

Asp 

Leu 

His 

lie 

Lys 

Asp 

Asp 

Pro Asp 

Gly lie 

Pro 




20 





25 





30 



Ser 

Lys 

Arg 

Phe 

Lys 

Thr 

'Met' 

Ser 

Pro 

Ser 

Gin 

Met 

lie 

Met 

Pro 

Asn 



35 





40 





45 




Val 

Met 

Glu 

Met 

lie 

Ala 

Ala 

Leu 

Gly 

Pro Gly 

Pro 

Ser 

Pro Tyr 

Pro 


50 





55 





60 





Leu 

Pro 

Pro 

Pro 

Pro Gly 

Gly Thr 

Asn 

Ser 

Asn Asp 

Tyr 

Ser 

Ser 

Gin 

65 





70 





75 





80 

Gly 

Asn 

Asn 

Tyr 

Gin Gly 

His 

Gly 

Asn 

Phe 

Asp 

Phe 

Pro 

His 

Gly 

Asn 





85 





90 





95 


Pro 

Gly 

Gly 

Thr 

Ser 

Met 

Asn Asp 

Phe 

Met 

His 

Gly Pro 

Pro 

Gin 

Leu 




100 





105 





110 



Ser 

His 

Pro 

Pro 

Asp 

Met 

Pro 

Asn 

Asn 

Met 

Ala 

Ala 

Leu 

Glu 

Lys 

Pro 



115 





120 





125 




Leu 

Ser 

His 

Pro 

Met 

Gin 

Glu 

Thr 

Met 

Pro 

His 

Ala Gly 

Ser 

Ser 

Asp 


130 





135 





140 





Gin 

Pro 

His 

Pro 

Ser 

lie 

Gin 

Gin 

Gly 

Leu 

His 

Val 

Pro 

His 

Pro 

Ser 

145 





150 





155 





160 

Ser 

Gin 

Ser 

Gly 

Pro 

Pro 

Leu 

His 

His 

Ser 

Gly Ala 

Pro 

Pro 

Pro 

Pro 





165 





170 





175 


Pro 

Ser 

Gin 

Pro 

Pro 

Arg 

Gin 

Pro 

Pro 

Gin 

Ala 

Ala 

Pro 

Ser 

Ser 

His 




180 





185 





190 



Pro 

His 

Ser 

Asp 

Leu 

Thr 

Phe 

Asn 

Pro 

Ser 

Ser 

Ala 

Leu 

Glu Gly 

Gin 



195 





200 





205 




Ala 

Gly 

Ala 

Gin 

Gly Ala 

Ser 

Asp 

Met 

Pro 

Glu 

Pro 

Ser 

Leu Asp 

Leu 


210 





215 





220 





Leu 

Pro 

Glu 

Leu 

Thr 

Asn 

Pro 

Asp 

Glu 

Leu 

Leu 

Ser 

Tyr 

Leu Asp 

Pro 

225 





230 





235 





240 

Pro 

Asp 

Leu 

Pro 

Ser 

Asn 

Ser 

Asn 

Asp 

Asp 

Leu 

Leu 

Ser 

Leu 

Phe 

Glu 


245 250 255 


Asn Asn 


<210> 2871 
<2ll> 786 
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<212 > DNA 

<213 > Homo sapiens 
<400> 2871 

ggtaccatga cccgttgcag ccatcagcag tctccctatc agcttctgtt tggggaaccc 
60 

tacatctttg aagaacttct gggcttgaag atccgcatct ctccagatgc ctttttccag 
120 

attaacactg ctggtgcaga gatgctgtat tggactgtag gggagctgac tggagtgaac 
180 

tctgacacca tccttcttga catctgctgt ggaactggtg tgattggcct ccctctggct 
240 

cagcatacat ctcgggtcct tgggattgaa ttgttggagc aggcagtgga ggatgcaaga 
300ccttcaatgg catcaccaac tctgaatttc atactggtca agcagagaag 360 

attttgccag ggctgctaaa gtcaaaggaa gatggacagt caattgttgc tgtggtgaac 
420 

ccagcccgtg ccggactgcg taaggatgaa cagctatttt gatgttccca gtattgtcca 
480 

tcaactttgg ttcttctttt ccacaccatg ctacgggtgc tcccagtggg ctggctctga 
540 

acctgtttcc cctctatttc taatcaatcc tgagttctgg tcagttggaa gtttgtgata 
600 

acagagacca tggtagttaa ttatactaat agcaaggtgt ttcttccttc agattacaag 
660 

gtgattcaag ccattcgaaa cttcagggcc atccacacgc tagtttttgt ttcctgcaag 
720 

ctccatggtg aatccactag gaatgtcatt gagctgtgct gtcctccaga ccctgccctg 
780 

gcgcgc 

786 

<210> 2872 
<211> 153 
<212> PRT 

<213 > Homo sapiens 
<400> 2872 


Gly Thr 

Met 

Thr 

Arg 

Cys 

Ser 

His 

Gin 

Gin 

Ser 

Pro 

Tyr 

Gin 

Leu 

Leu 

1 



5 





10 





15 


Phe Gly 

Glu 

Pro 

Tyr 

lie 

Phe 

Glu 

Glu 

Leu 

Leu 

Gly 

Leu 

Lys 

lie 

Arg 


20 





25 





30 



lie Ser 

Pro 

Asp 

Ala 

Phe 

Phe 

Gin 

lie 

Asn 

Thr 

Ala 

Gly 

Ala 

Glu 

Met 


35 





40 





45 




Leu Tyr 

Trp 

Thr 

Val 

Gly 

Glu 

Leu 

Thr Gly 

Val 

Asn 

Ser 

Asp 

Thr 

lie 

50 





55 





60 





Leu Leu 

Asp 

He 

Cys 

Cys 

Gly 

Thr 

Gly Val 

lie 

Gly 

Leu 

Pro 

Leu 

Ala 

65 




70 





75 





80 

Gin His 

Thr 

Ser 

Arg 

Val 

Leu 

Gly 

He 

Glu 

Leu 

Leu 

Glu 

Gin 

Ala 

Val 




85 





90 





95 


Glu Asp 

Ala 

Arg 

Trp 

Thr 

Ala 

Ala 

Phe 

Asn 

Gly 

lie 

Thr 

Asn 

Ser 

Glu 


100 




105 





110 



Phe His 

Thr 

Gly 

Gin 

Ala 

Glu 

Lys 

lie 

Leu 

Pro 

Gly 

Leu 

Leu 

Lys 

Ser 


115 





120 





125 




Lys Glu 

Asp 

Gly 

Gin 

Ser 

lie 

Val 

Ala 

Val 

Val 

Asn 

Pro 

Ala 

Arg 

Ala 
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130 135 140 

Gly Leu Arg Lys Asp Glu Gin Leu Phe 


145 150 

<210> 2873 
<211> 1187 
<212> DNA 

<213> Homo sapiens 
<400> 2873 

ncggactgga tcggccagag ttactccgag 
60 

gcgctgtcct ggcgcaagct ctacttgagc 
120 

tcggctctgc tctccggctt cgccatggtg 
180 

cacgactacc caccggggct gctcatcgcc 
240 

gggcacctgt ttgcgctcat gatcagcacc 
300 , 

aactgcacaa tctcaactcg gaaggagtcc 
360 

ctggcctggg ccttctccac cgtcatcggc 
420 

ctctgctggg tcaagttctt gcccctcaag 
480 

aagccccccg ccagtggcgc agcagccaac 
540 

gcagctgcca tcgcctcgac caccatcatg 
600 

gccgtccact tctaccgctc actggttagc 
660 

aacgagctgg cggagtttgc ccgcttacag 
720 

ctgacgcccg gcagccacta tgcctaggcc 
780 

ccttacgccc ttccccttga ccttgtcctg 
840 

gctgggcttc agcaaggggc agagcgtgga 
900 

gcactttgaa actgtcctct aagagaataa 
960 

cctcctgttg ggaggcggtg gggggccaaa 
1020 

cctcccctgt gccagtgcca cctgggtgcc 
1080 

cccgtccagc attgagtgtg tacatgtgtg 
1140 

ctccaaaaaa aaaaaaaaaa aaaaaaaaaa 
1187 


gtgatgagcc tcaacgagca ctccatgcag 
cgcgccaagc ttaaagcctc cagccggacc 
gcaatggtgg aggtgcagct ggacgctgac 
ttcagtgcct gcaccacagt gctggtggct 
tgcatcctgc ccaacatcga ggcggtgagc 
ccccatgagc gcatgcaccg ccacatcgag 
acgctgctct tcctagctga ggtggtgctg 
aagcagccag gccagccaag gcccaccagc 
gtcagcacca gcggcatcac cccgggccag 
gtgcccttcg gcctgatctt tatcgtcttc 
cataagactg accgacagtt ccaggagctc 
gaccagctgg accacagagg ggaccacccc 
catgtggtct gggcccttcc agtgctttgg 
ccccagcctc acggacagcc tgcgcagggg 
gggaagagga tttttataag agaaatttct 
gcatttcctg ttcttccagc tccaggtcca 
gtggggccac acactcgctg tgtcccctct 
tcctcctgtc ctgtccgtct caacctccct 
tgtgacacat aaatatactc ataaggacac 
aaaaaaaaaa aaaaaaa 


<210> 2874 
<211> 248 
<212> PRT 
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<213 > Homo sapiens 


<400> 2874 


Xaa Asp 

Trp 

lie 

Gly 

Gin 

Ser 

Tyr 

Ser 

Glu 

Val 

Met 

Ser 

Leu 

Asn 

Glu 

1 



5 





10 





15 


His Ser 

Met 

Gin 

Ala 

Leu 

Ser 

Trp 

Arg 

Lys 

Leu 

Tyr 

Leu 

Ser 

Arg 

Ala 



20 





25 





30 



Lys Leu 

Lys 

Ala 

Ser 

Ser 

Arg 

Thr 

Ser 

Ala 

Leu 

Leu 

Ser 

Gly 

Phe 

Ala 


35 





40 





45 




Met Val 

Ala 

Met 

Val 

Glu 

Val 

Gin 

Leu 

Asp 

Ala 

Asp 

His 

Asp 

Tyr 

Pro 

50 





55 





60 





Pro Gly 

Leu 

Leu 

lie 

Ala 

Phe 

Ser 

Ala 

Cys 

Thr 

Thr 

Val 

Leu 

Val 

Ala 

65 




70 





75 





80 

Gly His 

Leu 

Phe 

Ala 

Leu 

Met 

lie 

Ser 

Thr 

Cys 

He 

Leu 

Pro 

Asn 

lie 




85 





90 





95 


Glu Ala 

Val 

Ser 

Asn 

Cys 

Thr 

lie 

Ser 

Thr 

Arg 

Lys 

Glu 

Ser 

Pro 

His 



100 





105 





110 



Glu Arg 

Met 

His 

Arg 

His 

lie 

Glu 

Leu 

Ala 

Trp 

Ala 

Phe 

Ser 

Thr 

Val 


115 





120 





12 5 




He Gly 

Thr 

Leu 

Leu 

Phe 

Leu 

Ala 

Glu 

Val 

Val 

Leu 

Leu 

Cys 

Trp 

Val 

130 





135 





140 





Lys Phe 

Leu 

Pro 

Leu 

Lys 

Lys 

Gin 

Pro 

Gly 

Gin 

Pro 

Arg 

Pro 

Thr 

Ser 

145 




150 





155 





160 

Lys Pro 

Pro 

Ala 

Ser 

Gly 

Ala 

Ala 

Ala 

Asn 

Val 

Ser 

Thr 

Ser 

Gly 

lie 




165 





170 





175 


Thr Pro 

Gly 

Gin 

Ala 

Ala 

Ala 

lie 

Ala 

Ser 

Thr 

Thr 

lie 

Met 

Val 

Pro 



180 





185 





190 



Phe Gly 

Leu 

He 

Phe 

lie 

Val 

Phe 

Ala 

Val 

His 

Phe 

Tyr 

Arg 

Ser 

Leu 


195 





200 





205 




Val Ser 

His 

Lys 

Thr 

Asp 

Arg 

Gin 

Phe 

Gin 

Glu 

Leu 

Asn 

Glu 

Leu 

Ala 

210 





215 





220 





Glu Phe 

Ala 

Arg 

Leu 

Gin 

Asp 

Gin 

Leu 

Asp 

His 

Arg 

Gly 

Asp 

His 

Pro 

225 




230 





235 





240 

Leu Thr 

Pro 

Gly 

Ser 

His 

Tyr 

Ala 










245 


<210> 2875 

<211> 593 

<212> DNA 

<213> Homo sapiens 

<4 00> 2875 

nntccagcct ctctccgacc gcgtcggact ggtctgtctg agggagatgg tgacaagctc 
60 

aaggcctgcg aggtctcaaa aaataaagat ggaaaagaac aaagtgaaac tgtatcactg 
120 

tctgaagatg aaacattctc ctggccaggt cccaaaacag ttacgttgaa aagaacatct 
180 

caaggctttg gttttacatt aagacatttt attgtttatc ccccagagtc tgcaattcaa 
240 

ttttcatata aggatgaaga aaatggaaac agaggaggaa aacaaagaaa ccgcttggaa 
300 

ccaatggata ccatatttgt taagcaagtt aaagaaggag gacctgcttt tgaagctgga 
360 
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ttatgtacag gtgaccgaat tataaaagtc aatggagaaa gtgttattgg caaaacctat 
420 

tcccaagtaa ttgctttaat tcaaaacagt gatacaacat tggaacttag tgttatgcca 
480 

aaagatgaag acattctcca agtggtaagt tttatttatt catatatgag ttgttttaca 
540 

gtcatgaatg ttcggaaaat atttttgaga tggaagtatt aaagatggaa ttc 
593 

<210> 2876 
<211> 193 
<2 12 > PRT 

<213 > Homo sapiens 


<4 00> 2876 


Xaa 

Pro 

Ala 

Ser 

Leu 

Arg 

Pro 

Arg 

Arg 

Thr 

Gly 

Leu 

Ser 

Glu 

Gly 

Asp 

1 




5 





10 





15 


Gly 

Asp 

Lys 

Leu 

Lys 

Ala 

Cys 

Glu 

Val 

Ser 

Lys 

Asn 

Lys 

Asp 

Gly 

Lys 




20 





25 





30 



Glu 

Gin 

Ser 

Glu 

Thr 

Val 

Ser 

Leu 

Ser 

Glu 

Asp 

Glu 

Thr 

Phe 

Ser 

Trp 



35 





40 





45 




Pro 

Gly Pro 

Lys 

Thr 

Val 

Thr 

Leu 

Lys 

Arg 

Thr 

Ser 

Gin 

Gly 

Phe 

Gly 


50 





55 





60 





Phe 

Thr 

Leu 

Arg 

His 

Phe 

lie 

Val 

Tyr 

Pro 

Pro 

Glu 

Ser 

Ala 

lie 

Gin 

65 





70 





75 





80 

Phe 

Ser 

Tyr 

Lys 

Asp 

Glu 

Glu 

Asn 

Gly 

Asn 

Arg 

Gly 

Gly 

Lys 

Gin 

Arg 





85 





90 





95 


Asn 

Arg 

Leu 

Glu 

Pro 

Met 

Asp 

Thr 

lie 

Phe 

Val 

Lys 

Gin 

Val 

Lys 

Glu 




100 





105 





110 



Gly 

Gly Pro 

Ala 

Phe 

Glu 

Ala 

Gly 

Leu 

Cys 

Thr 

Gly 

Asp 

Arg 

He 

lie 



115 





120 





125 




Lys 

Val 

Asn 

Gly 

Glu 

Ser 

Val 

■He 

Gly 

Lys 

Thr 

Tyr 

Ser 

Gin 

Val 

lie 


130 





135 





140 





Ala 

Leu 

He 

Gin 

Asn 

Ser 

Asp 

Thr 

Thr 

Leu 

Glu 

Leu 

Ser 

Val 

Met 

Pro 

145 





150 





155 





160 

Lys 

Asp 

Glu 

Asp 

lie 

Leu 

Gin 

Val 

Val 

Ser 

Phe 

lie 

Tyr 

Ser 

Tyr 

Met 





165 





170 





175 


Ser 

Cys 

Phe 

Thr 

Val 

Met 

Asn 

Val 

Arg Lys 

lie 

Phe 

Leu 

Arg 

Trp 

Lys 




180 





185 





190 




<210> 2877 
<211 > 1921 
<212> DNA 

<213> Homo sapiens 
<4 00 > 2877 

ngctgatgct gccgtgcggt acttgtcatg gagctggcac tgcggcgctc tcccgtcccg 
60 

cggtggttgc tgctgctgcc gctgctgctg ggcctgaacg caggagctgt cattgactgg 
120 

cccacagagg agggcaagga agtatgggat tatgtgacgg tccgcaagga tgcctacatg 
180 


2111 



WO 00/58473 


PCT/U S00/0862 1 


ttctggtggc tctattatgc 
240 

tggcttcagg gcggtccagg 
300 

ccccttgaca gtgatctcaa 
360 

tttgtggata atcccgtggg 
420 

aaggacctgg ctatggtggc 
480 

cacaaagaat tccagacagt 
540 

gcagctggca ttggtctaga 
600 

tttgcggggg ttgccttggg 
660 

ggaccttacc tgtacagcat 
720 

gttgcagagc aagtactgaa 
780 

tgggggaaag cagaaatgat 
840 

ttaactaaaa gcactcccac 
900 

ctagtttgtc tctgtcagcg 
960 

atgaatggcc ccatcagaaa 
1020 

caggctacca acgtctttgt 
1080 

gtggatacgt tgctggaggc 
1140 

attgtggaca ccataggtca 
1200 

agattcaatc agctgaagtg 
1260 

gcttttgtca agtcctacaa 
1320 

gttccttctg accaagggga 
1380 

taggatggat ggggctggag 
1440 

ccgctgaagc tgtaggaagc 
1500 

ggttctgacc agcttctgca 
1560 

tttctgcttc ttaaaaaaac 
1620 

a.aggatgata atagatatta 
1680 

aaactgggaa atacaggtac 
1740 

gtaagcactg ttaccaattt 
1800 


caccactcct gcaagaactt 
cggttctagc actggatttg 
accacggaaa accacctggc 
cactgggttc agttatgtga 
ttcagacatg atggttctcc 
tccattctac attttctcag 
gctttataag gccattcagc 
tgattcctgg atctcccctg 
gtctcttctc gaagacaaag 
tgccgtaaat aaggggctct 
cattgaacag aacacagatg 
gtctacaatg gagtcgagtc 
ccacgtgaga cacctacaac 
gaagctcaaa attattcctg 
gaacatggag gaggacttca 
aggggtcaat gtgactgtgt 
ggagg cc tgg gtgcggaaac 
gaaggccctg tacagtga cc 
gaaccttgct ttctactgga 
catggctctg aagatgatga 
atgagctggt ttggccttgg 
gccattcttc cctgtatcta 
gaggataaaa tcattgtctc 
ctaagatttt ttaaaaaatt 
ttttttctta tgacagaagc 
ccaaagagta aatcaacatc 
agcatatgtc cttgcagaat 


cagaactgcc cctggtcatg 
gaaactttga ggaaattggg 
tccaggctgc cagtctccta 
atggtagtgg tgcctatgcc 
tgaagacctt cttcagttgc 
agtcctatgg aggaaaaatg 
gagggaccat caagtgcaac 
ttgattcggt gctctcctgg 
gtctggcaga ggtgtctaag 
acagagaggc cacagagctg 
gggtgaactt ctataacatc 
tagaattcac acagagccac 
gagacgcctt aagccagctc 
aggatcaatc ctggggaggc 
tgaagccagt catcgacatt 
ataatgggca gctggatctc 
tgaagtggcc agaactgtcc 
ctaaatcttt ggaaacatct 
ttctgaaagc tggtcatatg 
gactggtgac tcagcaagaa 
ggcacagagc tgagctgagg 
actggggctg tgatcaagaa 
tggaggcraat ttggaaatta 
gatttgtttt gatcaaaata 
aaatgatgtg atttatagaa 
tgtatacccc cttcccaggg 
ttttttttct atatatacat 
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atatattttt taccaaaatg aatcattact ctatgttgtt ttactatttg tttgacatat 
1860 

cagtatatct gaaacacctt ttcatgtcaa taaatgttct tctctaacat ttaaaaaaaa 

1920 
a 

1921 

<210> 2878 
<211> 451 
<212 > PRT 

<213 > Homo sapiens 


<400> 2878 


Met 

Glu 

Leu 

Ala 

Leu 

Arg 

Arg 

Ser 

Pro 

Val 

Pro 

Arg 

Trp 

Leu 

Leu 

Leu 

1 




5 





10 





15 


Leu 

Pro 

Leu 

Leu 

Leu 

Gly 

Leu 

Asn 

Ala Gly 

Ala 

Val 

lie 

Asp 

Trp 

Pro 




20 





25 





30 



Thr 

Glu 

Glu 

Gly 

Lys 

Glu 

Val 

Trp 

Asp 

Tyr 

Val 

Thr 

Val 

Arg 

Lys 

Asp 



35 





40 





45 




Ala 

Tyr 

Met 

Phe 

Trp 

Trp 

Leu 

Tyr 

Tyr 

Ala 

Thr 

Thr 

Pro 

Ala 

Arg 

Thr 


50 





55 





60 





Ser 

Glu 

Leu 

Pro 

Leu 

Val 

Met 

Trp 

Leu 

Gin 

Gly 

Gly 

Pro 

Gly 

Gly 

Ser 

65 





70 





75 





80 

Ser 

Thr 

Gly 

Phe 

Gly 

Asn 

Phe 

Glu 

Glu 

lie 

Gly 

Pro 

Leu 

Asp 

Ser 

Asp 




85 





90 





95 


Leu 

Lys 

Pro 

Arg 

Lys 

Thr 

Thr 

Trp 

Leu 

Gin 

Ala 

Ala 

Ser 

Leu 

Leu 

Phe 




100 





105 





110 



Val 

Asp 

Asn 

Pro 

Val 

Gly 

Thr 

Gly 

Phe 

Ser 

Tyr 

Val 

Asn 

Gly 

Ser 

Gly 



115 





120 





125 




Ala 

Tyr 

Ala 

Lys 

Asp 

Leu 

Ala 

Met 

Val 

Ala 

Ser 

Asp 

Met 

Met 

Val 

Leu 


130 





135 





140 





Leu 

Lys 

Thr 

Phe 

Phe 

Ser 

Cys 

His 

Lys 

Glu 

Phe 

Gin 

Thr 

Val 

Pro 

Phe 

145 




150 





155 





160 

Tyr 

He 

Phe 

Ser 

Glu 

Ser 

Tyr 

Gly Gly Lys 

Met 

Ala 

Ala 

Gly 

lie 

Gly 




165 





170 





175 


Leu 

Glu 

Leu 

Tyr 

Lys 

Ala 

lie 

Gin Arg Gly 

Thr 

lie 

Lys 

Cys 

Asn 

Phe 




180 





185 





190 



Ala Gly 

Val 

Ala 

Leu 

Gly 

Asp 

Ser 

Trp 

lie 

Ser 

Pro 

Val 

ASp 

Ser 

Val 



195 





200 





205 




Leu 

Ser 

Trp 

Gly 

Pro 

Tyr 

Leu 

Tyr 

Ser 

Met 

Ser 

Leu 

Leu 

Glu 

Asp 

Lys 


210 





215 





220 





Gly Leu 

Ala 

Glu 

Val 

Ser 

Lys 

Val 

Ala 

Glu 

Gin 

Val 

Leu 

Asn 

Ala 

Val 

225 





230 





235 





240 

Asn 

Lys 

Gly 

Leu 

Tyr 

Arg 

Glu 

Ala 

Thr 

Glu 

Leu 

Trp 

Gly 

Lys 

Ala 

Glu 





245 





250 





255 


Met 

lie 

lie 

Glu 

Gin 

Asn 

Thr 

Asp 

Gly Val 

Asn 

Phe 

Tyr 

Asn 

lie 

Leu 




260 





265 





270 



Thr 

Lys 

Ser 

Thr 

Pro 

Thr 

Ser 

Thr 

Met 

Glu 

Ser 

Ser 

Leu 

Glu 

Phe 

Thr 


275 





280 





285 




Gin 

Ser 

His 

Leu 

Val 

Cys 

Leu 

Cys 

Gin 

Arg 

His 

Val 

Arg 

His 

Leu 

Gin 


290 





295 





300 





Arg Asp 

Ala 

Leu 

Ser 

Gin 

Leu 

Met 

Asn Gly 

Pro 

He 

Arg 

Lys 

Lys 

Leu 

305 





310 





315 





320 

Lys 

lie 

lie 

Pro 

Glu 

Asp 

Gin 

Ser Trp Gly 

Gly 

Gin 

Ala 

Thr 

Asn 

Val 
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325 330 335 

Phe Val Asn Met Glu Glu Asp Phe Met Lys Pro Val He Asp lie Val 
340 345 350 

Asp Thr Leu Leu Glu Ala Gly Val Asn Val Thr Val Tyr Asn Gly Gin 
355 360 365 

Leu Asp Leu lie Val Asp Thr lie Gly Gin Glu Ala Trp Val Arg Lys 
370 375 380 

Leu Lys Trp Pro Glu Leu Ser Arg Phe Asn Gin Leu Lys Trp Lys Ala 

385 390 395 400 

Leu Tyr Ser Asp Pro Lys Ser Leu Glu Thr Ser Ala Phe Val Lys Ser 

405 410 415 

Tyr Lys Asn Leu Ala Phe Tyr Trp lie Leu Lys Ala Gly His Met Val 
420 425 430 

Pro Ser Asp Gin Gly Asp Met Ala Leu Lys Met Met Arg Leu Val Thr 
435 440 445 

Gin Gin Glu 
450 


<210> 2879 
<211> 1352 
<212 > DNA 

<213> Homo sapiens 
<4 00> 2879 

nacgcgtgtt cacactgaga 
60 

gcagcctgct gggtcctgag 
120 

cagtggaacc ccgaccgcga 
180 

gagtcagccc ggcccaggct 
240 

cctgcgggtg gctggaccct 
300 

agatgccagc ctggcggtct 
360 

aattctgatt ggtacttggt 
420 

ggcgagcggc caccccggct 
480 

gcgcccaagc tggacagccc 
540 

cctcctgcca tcccgggact 
600 

cagggcgctt ttcagcctaa 
660 

gttcacacac tcctgcagaa 
720 

aagccgggga ggtggtgtgc 
780 

cagaagataa aggagatgca 
840 

ctgttcggca gaccccctgc 
900 


cgggcgcacg ggcctcccct 
ccctgggagg agggggccgc 
aggcttcctc cctcggcccc 
ggggacggoo ccgtgtcccg 
ggctcccggg gaggggctca 
cattcagcca gccaatcatg 
cacaggctcc tctcttacct 
tggcctgccg accccgggag 
ctacttccga cattccagcg 
gcccaccctg ctcccaca cc 
gacttcaagc cccattgagg 
agcgcctggg gtgtctgacc 
cgtgcacgtg cagatcgcct 
gctggacccc cacaagctgg 
cccgggcgtg tttgcaggct 


cctggggcca ggcctccccc 
acatcaagca ggcgccatcc 
caggcgcttc ctgaggctcc 
ggatgggacc aggatgctgg 
ccgtgttctc tcttgcctct 
tattgccagc ctcattcggg 
gcacccctgg gcccgcacgt 
tgccagttnn tgacaagtat 
tgagtttctt cccgtccttc 
ccggcccctt cgggtccctg 
tggcccgccg ggctggtgcg 
cgtaccgggc ggtggtcaag 
ggcagatcta ccgtcaccag 
aggtgggtgc aaagctggac 
tccactaccc acaggacctg 
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gcccggcccc tcttccccag cacaggtgcc gcccatcctg cctccaaccc atttggaccc 
960 

tcagcccatc ctggcagctt cctgcccact ggccccctga cagacccttt cagcagaccg 
1020 

agcacctttg ggggcctggg cagcctgagc agccacgcct ttgggggcct gggcagccat 
1080 

gcactggctc ccggtggcag catctttgcc cccaaggagg gctcctccgt gctcggcctg 
1140 

cccagccccc atgaggcctg gagccgactg caccgggccc cgccatcctt cccggctccg 
1200 

cccccgtggc ccaagtccgt ggacgcggag cgggtgtcag ccctgaccaa ccatgaccga 
1260 

gagccggtca atggcaagga ggagcaggaa cgggacctcc tggagaagac gcgcctgctg 
1320 

agccgggcct cgcccgccac ccccgctggc ca 


1352 

<210> 2880 
<211> 376 
<212> PRT 

<213 > Homo sapiens 


<400> 2880 


Met 

Gly 

Pro 

Gly 

Cys 

Trp 

Pro 

Ala 

1 




5 




Glu Gly 

Leu 

Thr 

Val 

Phe 

Ser 

Leu 




20 





Leu 

lie 

Gin 

Pro 

Ala 

Asn 

His 

Val 



35 





40 

Asp 

Trp 

Tyr 

Leu 

Val 

Thr 

Gly 

Ser 


50 





55 


Ala 

Arg 

Gly 

Glu 

Arg 

Pro 

Pro 

Arg 

65 





70 



Pro 

Val 

Xaa 

Asp 

Lys 

Tyr 

Ala 

Pro 





85 




His 

Ser 

Ser 

Val 

Ser 

Phe 

Phe 

Pro 




100 





Leu 

Pro 

Thr 

Leu 

Leu 

Pro 

His 

Pro 



115 





120 

Ala 

Phe 

Gin 

Pro 

Lys 

Thr 

Ser 

Ser 


130 





135 


Gly Ala 

Val 

His 

Thr 

Leu 

Leu 

Gin 

145 





150 



Tyr Arg 

Ala 

Val 

Val 

Lys 

Lys 

Pro 





165 




Gin 

He 

Ala 

Trp 

Gin 

lie 

Tyr 

Arg 




180 





Gin 

Leu 

Asp 

Pro 

His 

Lys 

Leu 

Glu 



195 





200 

Gly Arg 

Pro 

Pro 

Ala 

Pro 

Gly 

Val 


210 





215 


Asp 

Leu 

Ala 

Arg 

Pro 

Leu 

Phe 

Pro 

225 





230 



Ser 

Asn 

Pro 

Phe 

Gly 

Pro 

Ser 

Ala 


Gly Gly 

Trp Thr 

Leu 

Ala 

Pro 

Gly 


10 




15 


Ala 

Ser 

Arg Cys 

Gin 

Pro 

Gly 

Gly 

25 




30 



Leu 

Pro 

Ala Ser 

Phe 

Gly 

Asn 

Ser 




45 




Ser 

Leu 

Thr Cys 

Thr 

Pro 

Gly 

Pro 



60 





Leu Gly 

Leu Pro 

Thr 

Pro 

Gly 

Val 



75 




80 

Lys 

Leu 

Asp Ser 

Pro 

Tyr 

Phe 

Arg 


90 




95 


Ser 

Phe 

Pro Pro 

Ala 

lie 

Pro 

Gly 

105 




HO 



Gly 

Pro 

Phe Gly 

Ser 

Leu 

Gin 

Gly 




125 




Pro 

lie 

Glu Val 

Ala 

Arg 

Arg 

Ala 



140 





Lys 

Ala 

Pro Gly 

Val 

Ser 

Asp 

Pro 



155 




160 

Gly Arg 

Trp Cys 

Ala 

Val 

His 

Val 


170 




175 


His 

Gin 

Gin Lys 

lie 

Lys 

Glu 

Met 

185 




190 



Val 

Gly 

Ala Lys 

Leu 

Asp 

Leu 

Phe 




205 




Phe 

Ala 

Gly Phe 

His 

Tyr 

Pro 

Gin 



220 





Ser 

Thr 

Gly Ala 

Ala 

His 

Pro 

Ala 



235 




240 

His 

Pro 

Gly Ser 

Phe 

Leu 

Pro 

Thr 
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245 250 255 

Gly Pro Leu Thr Asp Pro Phe Ser Arg Pro Ser Thr Phe Gly Gly Leu 
260 265 270 

Gly Ser Leu Ser Ser His Ala Phe Gly Gly Leu Gly Ser His Ala Leu 
275 280 285 

Ala Pro Gly Gly Ser lie Phe Ala Pro Lys Glu Gly Ser Ser Val Leu 
290 295 300 

Gly Leu Pro Ser Pro His Glu Ala Trp Ser Arg Leu His Arg Ala Pro 

305 310 315 320 

Pro Ser Phe Pro Ala Pro Pro Pro Trp Pro Lys Ser Val Asp Ala Glu 

325 330 335 

Arg Val Ser Ala Leu Thr Asn His Asp Arg Glu Pro Val Asn Gly Lys 
340 345 350 

Glu Glu Gin Glu Arg Asp Leu Leu Glu Lys Thr Arg Leu Leu Ser Arg 
355 360 365 

Ala Ser Pro Ala Thr Pro Ala Gly 
370 375 

<210> 2881 

<211> 3021 

<212 > DNA 

<213 > Homo sapiens 

<400> 2881 

cctagggagg ccaggcaaga agcagaggac agtacgtctc ggctctctgc ggagtctggt 
60 

gaaaccgacc aagatgctgg ggacgtgggt cctgatccca ttcctgactc atactatggg 
120 

cttcttggga ccttgccctg ccaggaagca ctgagccaca tttgcagcct gcctagtgag 
180 

gtcctgaggc acgtgtttgc cttcctcccg gtggaagacc tctattggaa cctgagcttg 
240 

gtgtgccact tgtggaggga gatcatcagt gacccgctgt tcattccttg gaagaagctg 
300 

taccatcgat acctgatgaa tgaagagcaa gctgtcagca aagtggacgg catcctgtct 
360 

aactgtggca tagaaaagga gtcagacctg tgtgtgctga acctcatacg atacacagcc 
420 

accactaagt gctctccgag tgtggatccc gagagggtgc tgtggagtct gagggaccac 
480 

cccctcctcc ccgaggctga ggcgtgtgtg cggcaacacc tccccgacct ctacgctgct 
540 

gccgggggtg tcaacatctg ggccctggtg gcggctgtgg tgctcctctc cagcagtgtg 
600 

aatgacat.cc agcgactgct cttctgcctc cggagaccca gctccacggt gaccatgcca 
660 

gatgtcaccg agaccctgta ctgcatagcc gtgcttctct acgccatgag ggagaagggg 
720 

attaacatca gcaataggat tcactacaac attttctatt gcctatatct tcaggagaat 
780 

tcctgcactc aggccacaaa agttaaagag gagccatctg tctggccagg caagaaaacc 
840 

atccaactta cacatgaaca acagctgatt ctgaatcaca agatggaacc tctccaggtg 
900 
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gtgaaaatta tggcctttgc cggcactggg aagacctcaa cgctggtcaa gtatgcagag 
960 

aagtggtctc agagcaggtt tctgtatgtg acattcaaca agagcatcgc aaagcaggcc 
1020 

gaacgcgtct tccccagcaa cgtcatctgc aaaaccttcc actccatggc ctacgggcac 
1080 

atagggcgga agtaccagtc aaagaagaag ttgaatctct tcaagttaac acccttcatg 
1140 

gtcaactccg tccttgctga agggaagggt ggattcataa gagccaagct tgtgtgtaag 
1200 

actctagaaa acttctttgc ctcggctgac gaagagctga ccattgatca cgtgcctatt 
1260 

tggtgtaaga acagccaagg acagagagtc atggttgagc agagtgaaaa actgaatggt 
1320 

gtccttgaag cgagccgcct ctgggataac atgcggaagc tgggggagtg cacagaagag 
1380 

gcgcaccaga tgactcatga cggctacttg aaactctggc agctgagcaa gccttcgctg 
1440 

gcctcttttg acgccatctt tgtggatgag gcccaggact gcacaccagc tatcatgaac 
1500 

atagttctgt ctcagccatg tgggaaaatc tttgtagggg acccgcacca gcagatctat 
1560 

accttccggg gtgcggtcaa cgccctgttc acagtgcccc acacccacgt cttctatctc 
1620 

acgcagagtt ttcggtttgg tgtggaaata gcttatgtgg gagctactat cttggatgtt 
1680 

tgcaagagag tcaggaaaaa gactttggtt ggaggaaacc atcagagtgg cattagaggt 
1740 

gacgcaaagg ggcaagtggc cttgttgtcc cggaccaacg ccaacgtgtt tgatgaggcc 
1800 

gtacgggtga cggaagggga attcccttca aggatacatt tgattggggg gattaaatca 
1860 

tttggattgg acagaatcat tgatatttgg atccttcttc agccagagga agaacggagg 
1920 

aaacaaaacc tcgtcattaa agacaaattt atcagaagat gggtgcacaa agaaggcttt 
1980 

agtggcttca agaggtatgt gaccgctgcc gaggacaagg agcttgaagc caagatcgca 
2040 

gttgttgaaa agtataacat caggattcca gagctggtgc aaaggataga aaaatgccat 
2100 

atagaagatt tggactttgc agagtacatt ctgggcactg tgcacaaagc caaaggcctg 
2160 

gagtttgaca ctgtgcatgt tttggatgat tttgtgaaag tgccttgtgc ccggcataac 
2220 

ctgccccagc ttccgcactt cagagttgag tcattttctg aggatgaatg gaatttactg 
2280 

tatgttgcag taactcgagc caagaagcgt ctcatcatga ccaaatcatt ggaaaacatt 
2340 

ttgactttgg ctggggagta cttcttgcaa gcagagctga caagcaacgt cttaaaaaca 
2400 

ggcgtggtgc gctgctgcgt gggacagtgc aacaatgcca tccctgttga caccgtcctt 
2460 

accatgaaga agctgcccat cacctatagc aacaggaagg aaaacaaggg gggctacctc 
2520 
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tgccactcct gtgcggagca gcgcatcggg cccctggcgt tcctgacagc ctccccggag 
2580 

caggtgcgcg ccatggagcg cactgtggag aacatcgtac tgccccggca tgaggccctg 
2640 

ctcttcctcg tcttctgagg acaaggcgca cgttctccgc agtgcagagc agcttgccga 
2700 

ggaccccgcg tgaagaaagc cagcgagggg ggcttctgct ccctgagact ctgggttcac 
2760 

ccacagcact ttctgaggaa gaggacacca gcccaagctg gacctgccat ttctccactc 
2820 

cctacagaca gccagtctcc acttgcctcc cctctggatg tatctggtca gggaagtggg 
2880 

ggatgttctt ttgataaaaa aaaaaaaaaa ttttatgtat ttaaactttt attacaagat 
2940 

ttcaattaaa caggcaccat agcactggca aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 
3000 

aaaaaaaaaa aaaaaaaaaa a 
3021 

<210> 2882 
<211> 96 
<212 > PRT 

<213> Homo sapiens 
<4 00 > 2882 

Gly Gin Gly Ala Arg Ser Pro Gin Cys Arg Ala Ala Cys Arg Gly Pro 
1 5 10 15 

Arg Val Lys Lys Ala Ser Glu Gly Gly Phe Cys Ser Leu Arg Leu Trp 
20 25 30 

Val His Pro Gin His Phe Leu Arg Lys Arg Thr Pro Ala Gin Ala Gly 
35 40 45 

Pro Ala lie Ser Pro Leu Pro Thr Asp Ser Gin Ser Pro Leu Ala Ser 
50 55 60 

Pro Leu Asp Val Ser Gly Gin Gly Ser Gly Gly Cys Ser Phe Asp Lys 

65 70 75 80 

Lys Lys Lys Lys Phe Tyr Val Phe Lys Leu Leu Leu Gin Asp Phe Asn 

85 90 95 

<210> 2883 
<211> 516 
<212 > DNA 

<213 > Homo sapiens 
<400 > 2883 

gagaaggagg acaggggtga gtactccccc gcacttgccc tgcccagcct ccggggctgc 
60 

taccacgagg ggccggctgg tggtgcggcg gcggcaccga gcagtgtgga cacgtacccg 
120 

tacgggctgc ccacacctcc tgaaatgtct cccctggacg tgctggagcc ggagcagacc 
180 

ttcttctcct ccccccgcca ggaggagcat ggccatcccc gccgcatccc ccacctgcca 
240 

gggcacccgt actcaccgga gtacgcccca agccctctcc actgtagcca ccccctgggc 
300 
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tccctggccc ttggccagtc ccccggcgtc tccatgatgt cccctgtacc cggctgtccc 
360 

ccatctcctg cctattactc cccggccacc taccacccac tccactccaa cctccaagcc 
420 

cacctgggcc agctttcccc gcctcctgag caccctggct tcgacgccct ggatcaactg 
480 

aaccagggtg aactcctggg ggacatggat cgcaat 
516 

<210> 2884 
<211> 172 
<212 > PRT 

<213 > Homo sapiens 


<400> 2884 


Glu 

Lys 

Glu 

Asp 

Arg 

Gly 

Glu 

Tyr 

Ser 

Pro 

Ala 

Leu 

Ala 

Leu 

Pro 

Ser 

1 




5 





10 





15 


Leu 

Arg 

Gly 

Cys 

Tyr 

His 

Glu 

Gly 

Pro 

Ala 

Gly Gly 

Ala 

Ala 

Ala 

Ala 




20 





25 





30 



Pro 

Ser 

Ser 

Val 

Asp 

Thr 

Tyr 

Pro 

Tyr 

Gly 

Leu 

Pro 

Thr 

Pro 

Pro 

Glu 



35 





40 





45 




Met 

Ser 

Pro 

Leu 

Asp 

val 

Leu 

Glu 

Pro 

Glu 

Gin 

Thr 

Phe 

Phe 

Ser 

Ser 


50 





55 





60 





Pro 

Cys 

Gin 

Glu 

Glu 

His 

Gly 

His 

Pro 

Arg 

Arg 

He 

Pro 

His 

Leu 

Pro 

65 





70 





75 





80 

Gly His 

Pro 

Tyr 

Ser 

Pro 

Glu 

Tyr 

Ala 

Pro 

Ser 

Pro 

Leu 

His 

Cys 

Ser 





85 





90 





95 


His 

Pro 

Leu 

Gly 

Ser 

Leu 

Ala 

Leu 

Gly 

Gin 

Ser 

Pro 

Gly 

Val 

Ser 

Met 




100 





105 





110 



Met 

Ser 

Pro 

Val 

Pro 

Gly 

Cys 

Pro 

Pro 

Ser 

Pro 

Ala 

Tyr 

Tyr 

Ser 

Pro 



115 





120 





125 




Ala 

Thr 

Tyr 

His 

Pro 

Leu 

His 

Ser 

Asn 

Leu 

Gin 

Ala 

His 

Leu Gly 

Gin 


130 





135 





140 





Leu 

Ser 

Pro 

Pro 

Pro 

Glu 

His 

Pro 

Gly 

Phe 

Asp 

Ala 

Leu 

Asp Gin 

Leu 

145 





150 





155 





160 

Asn 

Gin 

Gly 

Glu 

Leu 

Leu 

Gly 

Asp 

Met 

Asp 

Arg 

Asn 









165 





170 








<210> 2885 
<211> 807 
<212> DNA 

<213 > Homo sapiens 
<400> 2885 

aagcttcagg gcattgggca tttcangaat accattcgag aaatgttttc tcagttcgca 
60 

gagtttgatg atgaactgga tagcatggct ccagtgggga gagatgcaga aacattgcaa 
120 

aagcaaaagg aaactataaa agcctttcta aagaaactag aagccctcat agcaagcaat 
180 

gacaatgcca ataaaacctg caagatgatg ttagccacag aagaaacctc tcctgacctt 
240 

gttggaatca aaagggactt ggaggcctta agcaaacaat gcaacaagtt actggaccga 
300 
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gcccaagcca gagaagagca ggttgaaggg acaattaagc gccttgaaga attttacagc 
360 

aaattgaaag aattttctat tctgctccag aaagccgaag aacatgaaga gtcacaaggt 
420 

cctgttggta tggaaacgga gacaattaat cagcagctta acatgttcaa ggtattccag 
480 

aaagaagaga ttgaaccctt gcaaggtaaa cagcaagatg taaactggtt aggtcaaggc 
540 

cttattcaga gtgctgccaa aagcactagc actcagggct tggagcatga cctggatgat 
6 00 

gtcaatgcac ggtggaagac tctcaataag aaggtggctc agcgagcagc ccagctgcag 
660 

gaggccttgc tgcactgtgg gaggttccag gatgccctgg agtccctgct cagctggatg 
720 

gtggacactg aggagcttgt ggccaatcag aagcccccgt cggctgagtt caaagtggta 
780 

aaggacaaga tacaagaaca aaagctt 
807 

<210> 2886 

<211> 269 

<212> PRT 

<213 > Homo sapiens 


<400> 2886 


Lys 

Leu 

Gin 

Gly 

lie 

Gly 

His 

Phe 

Xaa 

Asn 

Thr 

lie 

Arg Glu 

Met 

Phe 

1 




5 





10 




15 


Ser 

Gin 

Phe 

Ala 

Glu 

Phe 

Asp Asp 

Glu 

Leu 

Asp 

Ser. 

Met Ala 

Pro 

Val 




20 





25 




‘ 30 



Gly Arg 

Asp 

Ala 

Glu 

Thr 

Leu 

Gin 

Lys 

Gin 

Lys 

Glu 

Thr lie 

Lys 

Ala 



35 





40 





45 



Phe 

Leu 

Lys 

Lys 

Leu 

Glu 

Ala 

Leu 

lie 

Ala 

Ser 

Asn 

Asp Asn 

Ala 

Asn 


50 





55 





60 




Lys 

Thr 

Cys 

Lys 

Met 

Met 

Leu 

Ala 

Thr 

Glu 

Glu 

Thr 

Ser Pro 

Asp 

Leu 

65 




70 





75 




80 

Val 

Gly 

He 

Lys 

Arg 

Asp 

Leu 

Glu 

Ala 

Leu 

Ser 

Lys 

Gin Cys 

Asn 

Lys 





85 





90 




95 


Leu 

Leu 

Asp 

Arg 

Ala 

Gin 

Ala 

Arg 

Glu 

Glu 

Gin 

Val 

Glu Gly 

Thr 

lie 




100 





105 




110 



Lys 

Arg 

Leu 

Glu 

Glu 

Phe 

Tyr 

Ser 

Lys 

Leu 

Lys 

Glu 

Phe Ser 

lie 

Leu 



115 





120 





125 



Leu 

Gin 

Lys 

Ala 

Glu 

Glu 

His 

Glu 

Glu 

Ser 

Gin Gly 

Pro Val 

Gly 

Met 


130 




135 





140 




Glu 

Thr 

Glu 

Thr 

lie 

Asn 

Gin 

Gin 

Leu 

Asn 

Met 

Phe 

Lys Val 

Phe 

Gin 

145 





150 




*- 

155 




160 

Lys 

Glu 

Glu 

lie 

Glu 

Pro 

Leu 

Gin 

Gly Lys 

Gin 

Gin 

Asp Val 

Asn 

Trp 




165 





170 




175 


Leu Gly 

Gin 

Gly Leu 

lie 

Gin 

Ser 

Ala 

Ala 

Lys 

Ser 

Thr Ser 

Thr 

Gin 




180 





185 




190 



Gly 

Leu 

Glu 

His 

Asp 

Leu 

Asp 

Asp 

Val 

Asn 

Ala 

Arg 

Trp Lys 

Thr 

Leu 


195 





200 





205 



Asn Lys 

Lys 

Val 

Ala 

Gin 

Arg 

Ala 

Ala 

Gin 

Leu 

Gin 

Glu Ala 

Leu 

Leu 


210 





215 





220 




His 

Cys 

Gly 

Arg 

Phe 

Gin 

Asp 

Ala 

Leu 

Glu 

Ser 

Leu 

Leu Ser 

Trp 

Met 
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225 230 235 240 

Val Asp Thr Glu Glu Leu Val Ala Asn Gin Lys Pro Pro Ser Ala Glu 
245 250 255 

Phe Lys Val Val Lys Asp Lys lie Gin Glu Gin Lys Leu 
260 265 

<210> 2887 

<211> 1945 

<212> DNA 

<213 > Homo sapiens 

<400> 2887 


nngggggctg tttaaagatg gcggcggagg 
60 

gcagcgactc cgaaggtgtt aactgtctgg 
120 

accgaattca gcaagagatt gctgtgcaga 
180 

cggtcctata caaggagtat gctgaagatg 
240 

tccacaaaaa gtactcgtac atccgcaaga 
300 

ctttcggatt ctcccacttg gaggcactgc 
360 

aagggtgggc actgggcacc gaggcaggtg 
420 

tgtgtctcga gtagggtgtc tccctccttc 
480 

aggcggggca gtgctgtctc ggccctggcg 
540 

ccgcctttcc atcccacccc caggttcaag 
600 

gtgtcccagg gcttcactga attcacaatt 
660 

attgagcagg tggagaagca gacctctgtc 
720 

agcacctccg actaccttgt ggtctacctg 
780 

gagagcaagt tcttcgagca cttcatcgag 
840 

caggaggtgg agcccatgtg caaggagagc 
900 

gccctcagcg tgtccatcca ggtggagtac 
960 

ccgcacatct tccctgaggg ctccgagccc 
1020 

tacgatatcc tctacaaata gggctggctc 
1080 

gccaggcgct agacatgtac agaggttttt 
1140 

cttcttcctg tcacatgacc cccccccatg 
1200 

gtgtgtgcgt gtccctgctc tgctgcccgc 
1260 


aacctcagca gcagaagcag gagccgctgg 
cctatgatga agccatcatg gctcagcagg 
accctctggt gtcagagcgg ctggagctct 
acaacatcta tcaacagaag atcaaggacc 
ccaggcctga cggcaactgt ttctatcggg 
tggatgacag caaggagttg cagcggtgag 
ggtgtctacc tcctccccgg gcgagtagga 
ccgggcgatg ggctggactc tggccttgcc 
tctgggctgg tcgaggagcc catgctgggc 
gctgtgtctg ccaagagcaa ggaagacctg 
gaggatttcc acaacacgtt catggacctg 
gccgacctgc tggcctcctt caatgaccag 
cggctgctca cctcgggcta cctgcagcgc 
ggtggacgga ctgtcaagga gttctgccag 
gaccacatcc acatcattgc gctggcccag 
atggaccgcg gcgagggcgg caccaccaat 
aaggtctacc ttctctaccg gcctggacac 
cagcccgctg ctgccctgct gcccccctct 
ctgtggttgt aaatggtcct atttcacccc 
ttttattaaa gggggtgctg gtggtgagcc 
ctggctgctc tgtctgctgc cccctccccc 
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caggtgggtc cccctgcttt tcacctatct actcctgagc ttccccaaca ggagcaggtt 
1320 

tgaggggcca ggcctcttgg aggcccctcc tgcttcgttg ggttctgctt ccttcccttc 
1380 

ttagctggct caggggcttc tatgggatcc tggaagttcc ttagggactt gcccagggtc 
1440 

ccagggccac ccacacttca tctgctccct cataggcccc acctccacgt cccggctggg 
1500 

ccccagaccc cagcttcctg ccctccaccg ggagtctgca tggttgggag tcctgggtgg 
1560 

aggggccttt gtgaggctgg acccggctca gggcaggtgg aggagctggg cctcccacag 
1620 

ggtgcccggg cagtgccatc ctggtggggg agggcagcct tcaaacgtgt ggggtctaca 
1680 

gtcctcaggt ctaggcaggg ctgccggttc tccacctccc catccgcccc aggccccctg 
1740 

cctgtgcctg ccttgcaccc cctctgcttg ggccacggtg tctctgcatt gcctgccttt 
1800 

ttgccttcac ctcttttctt ccccgccccc tgcacattcg gggtctcagc ccccaggctg 
1860 

tgagctcctt gggggcaggc cctcaataaa tgtgaactgc tgctgccaaa aaaaaaaaaa 
1920 

aaaaaaaaaa aaaaaaaaaa aaaaa 
1945 

<210> 2888 
<211> 315 
<212 > PRT 

<213 > Homo sapiens 
<400> 2888 


Met 

Met 

Lys 

Pro 

Ser 

Trp 

Leu 

Ser 

Arg 

Thr 

Glu 

Phe 

Ser 

Lys 

Arg 

Leu 

1 



5 





10 





15 


Leu 

Cys 

Arg 

Thr 

Leu 

Trp 

Cys 

Gin 

Ser 

Gly 

Trp 

Ser 

Ser 

Arg 

Ser 

Tyr 


20 





25 





30 



Thr 

Arg 

Ser 

Met 

Leu 

Lys 

Met 

Thr 

Thr 

Ser 

lie 

Asn 

Arg 

Arg 

Ser 

Arg 


35 





40 





45 




Thr 

Ser 

Thr 

Lys 

Ser 

Thr 

Arg 

Thr 

Ser 

Ala 

Arg 

Pro 

Gly 

Leu 

Thr 

Ala 


50 





55 





60 





Thr 

Val 

Ser 

lie 

Gly 

Leu 

Ser 

Asp 

Ser 

Pro 

Thr 

Trp 

Arg 

His 

Cys 

Trp 

65 





70 





75 





80 

Met 

Thr 

Ala 

Arg 

Ser 

Cys 

Ser 

Gly Glu 

Lys 

Gly 

Gly 

His 

Trp 

Ala 

Pro 




85 





90 





95 


Arg Gin 

Val 

Gly 

Val 

Tyr 

Leu 

Leu 

Pro 

Gly 

Arg 

Val 

Gly 

Cys 

Val 

Ser 




100 





105 





110 



Ser Arg 

Val 

Ser 

Pro 

Ser 

Phe 

Pro Gly 

Asp 

Gly 

Leu 

Asp 

Ser 

Gly 

Leu 



115 





120 





125 




Ala 

Arg 

Arg 

Gly 

Ser 

Ala 

Val 

Ser 

Ala 

Leu 

Ala 

Ser 

Gly 

Leu 

Val 

Glu 


130 





135 





140 





Glu 

Pro 

Met 

Leu 

Gly 

Pro 

Pro 

Phe 

His 

Pro 

Thr 

Pro 

Arg 

Phe 

Lys 

Ala 

145 





150 





155 





160 

Val 

Ser 

Ala 

Lys 

Ser 

Lys 

Glu 

Asp 

Leu 

Val 

Ser 

Gin 

Gly 

Phe 

Thr 

Glu 





165 





170 





175 


Phe 

Thr 

He 

Glu 

Asp 

Phe 

His 

Asn 

Thr 

Phe 

Met 

Asp 

Leu 

lie 

Glu 

Gin 
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180 





Val 

Glu 

Lys 

Gin 

Thr 

Ser 

Val 

Ala 



195 





200 

Gin 

Ser 

Thr 

Ser 

Asp 

Tyr 

Leu 

Val 


210 





215 


Gly Tyr 

Leu 

Gin 

Arg 

Glu 

Ser 

Lys 

225 





230 



Gly Arg 

Thr 

Val 

Lys 

Glu 

Phe 

Cys 





245 




Lys 

Glu 

Ser 

Asp 

His 

lie 

His 

lie 




260 





Val 

Ser 

lie 

Gin 

Val 

Glu 

Tyr 

Met 



275 





280 

Asn 

Pro 

His 

lie 

Phe 

Pro 

Glu 

Gly 


290 





295 


Tyr Arg 

Pro 

Gly 

His 

Tyr 

Asp 

lie 

305 





310 




<210> 2889 
<211> 614 
<212> DNA 

<213> Homo sapiens 


185 

Asp 

Leu 

Leu 

Ala 

Ser 

190 

Phe 

Asn 

Asp 

Val 

Tyr 

Leu 

Arg 

205 

Leu 

Leu 

Thr 

Ser 

Phe 

Phe 

Glu 

220 

His 

Phe 

He 

Glu Gly 

Gin 

Gin 

235 

Glu 

Val 

Glu 

Pro 

Met 

240 

Cys 

lie 

250 

Ala 

Leu 

Ala 

Gin 

Ala 

255 

Leu 

Ser 

265 

Asp 

Arg Gly 

Glu 

Gly 

270 

Gly 

Thr 

Thr 

Ser 

Glu 

Pro 

Lys 

285 

Val 

Tyr 

Leu 

Leu 

Leu 

Tyr 

Lys 

315 

300 






<400> 2889 

gtgcacctcc ccgaggtgca 
60 

gtgnccgaag ttcccgacgt 
120 

ccggaggtgc agctaaaggc 
180 

aagatgccca agatgaccat 
240 

ccaggcgagg cgggtgctga 
300 

gaggtggatg gtgaggctca 
360 

gacctgccag gagcacttgg 
420 

gagcgggcgg agggccccga 
480 

tctgttgaaa ttgtcacccc 
540 

atgatagaga caaaagtcaa 


gctgccgaaa gtgtcagaga 
gcatcttccg aagncaccag 
caccaaggca gaacaggcag 
gcccaagcta gggagggcag 
ggtctcaggg aagctggtaa 
tgtgggtgtc ccctctctca 
cctgcagggg caggtcccag 
ggtggcagoa ggggtcaggg 
acagctgccc gccgtggaaa 
gccctcttcc aagttctcct 


ttcggctgcc ggaaatgcaa 
aggtgaagct gcccagggct 
aagggatgga atttggcttc 
agtccccatc acgtggcaag 
cacttccctg tctgcagcca 
ctctgccttc agtggagcta 
ccgctaaaat gggcaaggga 
aagtgggctt ccgagtgccc 
ttgaggaagg gcggctggag 
tacctaagtt tggactctcg 


600 

ggaccaaagg tggc 
614 


<210> 2890 
<211> 204 
<212 > PRT 

<213 > Homo sapiens 
<400> 2890 

Val His Leu Pro Glu Val Gin Leu Pro Lys Val Ser Glu lie Arg Leu 
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1 

Pro Glu Met 

Pro Glu Val 
35 

Lys Ala Glu 
50 

Met Thr Met 
65 

Pro Gly Glu 

Cys Leu Gin 

Leu Thr Leu 
115 

Gin Gly Gin 
130 

Gly Pro Glu 
145 

Ser Val Glu 

Gly Arg Leu 

Ser Leu Pro 
195 

<210> 2891 
<211> 565 
<212> DNA 
<213 >, Homo 

<400> 2891 
tttttttttt 
60 

ttcaacccca 

120 

ccaaccaacc 

180 

gggattatca 

240 

ggaaaagcaa 

300 

ccgcaaaatg 

360 

tttgctcagg 

420 

tcttaacaac 

480 

cgttcttctc 

540 

cagctgctct 

565 

<210> 2892 



5 





10 





15 


Gin 

Val 

Xaa 

Glu 

Val 

Pro 

Asp 

Val 

His 

Leu 

Pro 

Lys 

Xaa 

20 





25 





30 



Lys 

Leu 

Pro 

Arg 

Ala 

Pro 

Glu 

Val 

Gin 

Leu 

Lys 

Ala 

Thr 





40 





45 




Gin 

Ala 

Glu 

Gly Met 

Glu 

Phe 

Gly 

Phe 

Lys 

Met 

Pro 

Lys 




55 





60 





Pro 

Lys 

Leu 

Gly Arg 

Ala 

Glu 

Ser 

Pro 

Ser 

Arg 

Gly 

Lys 



70 





75 





80 

Ala 

Gly 

Ala 

Glu 

Val 

Ser 

Gly 

Lys 

Leu 

Val 

Thr 

Leu 

Pro 


85 





90 





95 


Pro 

Glu 

Val 

Asp Gly 

Glu 

Ala 

His 

Val 

Gly 

Val 

Pro 

Ser 

100 





105 





110 



Pro 

Ser 

Val 

Glu 

Leu 

Asp 

Leu 

Pro 

Gly 

Ala 

Leu 

Gly 

Leu 





120 





125 




val 

Pro 

Ala 

Ala 

Lys 

Met 

Gly 

Lys 

Gly 

Glu 

Arg 

Ala 

Glu 




135 





140 





Val 

Ala 

Ala 

Gly 

Val 

Arg 

Glu 

Val 

Gly 

Phe 

Arg 

Val 

Pro 



150 





155 





160 

He 

Val 

Thr 

Pro 

Gin 

Leu 

Pro 

Ala 

Val 

Glu 

lie 

Glu 

Glu 


165 





170 





175 


Glu 

Met 

lie 

Glu 

Thr 

Lys 

Val 

Lys 

Pro 

Ser 

Ser 

Lys 

Phe 

180 





185 





190 



Lys 

Phe 

Gly 

Leu 

Ser 

Gly 

Pro 

Lys 

Val 






200 


sapiens 

tttttttttt tttttttttt tttttttttc ccatgctccc actggtttat 
aatattttcc aacagaagta gaaaacaggg catattaaac aaacaacaaa 
aacaaaacta aaagtgatac tgacacagtt caggtgataa gcaggaaaat 
gacaccggct ctttggcaca cactgcgaag tcagcccctc tgcccagtct 
cggcgtaagt caatgtgatg aagaggtcca gcctctcgtc gggaacttgg 
ggtaatgctt ttctgtagga tgtggagtgt agctggtgtt gcaatggtgt 
gctcggcaca gacgtcctcc ggccttccac tgcgatgttg ctctttggtc 
atggggacga ggtgggcgca cctttccaaa gtggactgtg atttggccgc 
ggagcttggg gttccttgcc ctccaccagt ggggacggtg cagtctttgg 
tctggggtgg gggcc 
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<211> 90 

<212> PRT 

<213 > Homo sapiens 

<400> 2892 

Met Leu Leu Arg Asp Gin Arg Ala Thr Ser Gin Trp Lys Ala Gly Gly 
1 5 10 15 

Arg Leu Cys Arg Ala Leu Ser Lys Thr Pro Leu Gin His Gin Leu His 
20 25 30 

Ser Thr Ser Tyr Arg Lys Ala Leu Pro He Leu Arg Pro Ser Ser Arg 
35 40 45 

Arg Glu Ala Gly Pro Leu His His lie Asp Leu Arg Arg Cys Phe Ser 
50 55 60 

Arg Leu Gly Arg Gly Ala Asp Phe Ala Val Cys Ala Lys Glu Pro Val 
65 70 75 80 

Ser Asp Asn Pro lie Phe Leu Leu lie Thr 


85 

<210> 2893 

<211> 2270 

<212 > DNA 

<213 > Homo sapiens 

<400 > 2893 

cacaactctt cacccattcc ctgccccctt 
60 

agccctgtcc aagctctatg agacctctct 
120 

tcaattctgg cctgtgctct tctagggaga 
180 

gtagggagca ccctacaggc atgacttggc 
240 

gcacccgaca ggcagagttt attccctcag 
300 

aggggttact gcaggcaggt ttctgtttct 
360 

ttttgttctg tccctctctg gtgtatttac 
420 

ccatctgcat ctcttcatct ctgcctctct 
480 

tgcctcttcc tctgccattc cctctcttcc 
540 

cactctccct ataactggcc tctccctgcc 
600 

gggcagctgc actctatgtc cacctggatg 
660 

cgctttgcca acatgctggg ccagccgggc 
7,20 

gtggaggagt tgaaggcacg attccatgat 
780 

gaccggggct tctgcgtgga ggtgaacacg 
840 

tttgacaaga gggctgccgc actggacgca 
900 


90 


ctggatacgc tgcctgttct ttctgtgcct 
ctgcctgcag tctgtttctg ctgtacctcc 

i 

ctagatgtat gcaccaccca gaaactgcca 
agctaggcca tgtttatttc ccttggtggg 
cttgggggtg gcagtggtgg tggtagtgct 
ttgcatcccg ggactggctt gttctcacct 
tttctctctt tttgcattgt tctcagcctt 
tgcctgcatt tcctcaatct tgattgtccc 
ccctcagtct gtggctctgc ctccctgtct 
cagaccttcc tggacgagct gcatgagaca 
gagctatatc cagcagtcag cactgatgtc 
tccacccctc tggacttatt caagttctat 
gaaaagaaga tcattaagga catccttaag 
gcctttgagg acttcgccca cgtcataagc 
ggcaacatca agctgacctt caatagtctg 
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ctggagaaag cagaggcacg ggagagggag cgggagaagg aggaggcacg caggatgcgg 
960 

cgcagggaag ctgcctttcg aagcatgctg aggcaggctg tgcctgctct ggagctaggc 
1020 

actgcctggg aagaggtccg tgagcgtttt gtgtgtgact cagcctttga gcagatcacc 
1080 

ctggagtcgg agcggatccg gctcttccgg gagttcctac aggtgctgga gactgaatgc 
1140 

cagcacctcc acaccaaagg ccgaaagcat ggcaggaaag gcaagaagca ccatcacaag 
1200 

cgttcccact caccctcagg ctctgagtca gaagaagagg agctgccccc accatctctc 
1260 

cggcccccca agcggaggag gcggaacccc tcagagtcag gctctgagcc ctcttcctca 
1320 

cttgattcag ttgaaagtgg gggtgctgcc cttggaggac ggggctcccc ttcctcccat 
1380 

cttcttggag cagatcatgg ccttcggaaa gccaagaaac caaaaaagaa aactaagaag 
1440 

agaagacaca agtcgaatag tcctgagagt gagacagacc ctgaggagaa agctggcaag 
1500 

gagagcgatg agaaagaaca agaacaggac aaggacaggg agctccaaca ggcagagctc 
1560 

cctaaccgtt ccccaggctt tggaatcaag aaggagaaga caggctggga cacgtcagaa 
1620 

agtgagctga gtgagggtga gctggagagg cggcggcgga cactcctaca gcagctggat 
1680 

gatcaccagt gacccaatga gctgttctct gcctcgggtc tgtgtgaggc catggctcct 
1740 

gggccaccct caccgtctgc ctcagacttc ttccttagtc tggtctgtgt ccactttttc 
1800 

taaagtaacc ccacccccag cacaccattg ttggcacctc tcaaggttgc tcttggtgtt 
1860 

caagggtccc ctactccctg gactagtgca gtccttgccc tcagccccag accagagatg 
1920 

ggtggtatat gccatgtggg gtgggtgatg ccagtagata aaagtgtgag agaaggggtc 
1980 

tccagggaag agtcacaggc tgttggacgc agcctgggtg gcagagggca gggtcatcac 
2040 

cctctagcat cagtgcctgc tcctgcctgc cctggccctg aggctccacc acttcttcct 
2100 

ccacccagga cctaatgtac gtgtgttttg ttttttgttt tttaaataac aatatttata 
2160 

acatgaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 
2220 

aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaag 
2270 

<210 > 2894 
<211> 490 
<212> PRT 

<213> Homo sapiens 
<400> 2894 

Met Phe lie Ser Leu Gly Gly Ala Pro Asp Arg Gin Ser Leu Phe Pro 
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1 5 


Gin 

Leu 

Gly 

Gly 

Gly 

Ser 

Gly 

Gly 




20 





Gin 

Val 

Ser 

Val 

Ser 

Leu 

His 

Pro 



35 . 





40 

Cys 

Ser 

Val 

Pro 

Leu 

Trp 

Cys 

lie 


50 





55 


Leu 

Ser 

Leu 

Pro 

Ser 

Ala 

Ser 

Leu 

65 





70 



Phe 

Leu 

Asn 

Leu 

Asp 

Cys 

Pro 

Cys 





85 




Ser 

Pro 

Ser 

val 

Cys 

Gly 

Ser 

Ala 




100 





Trp 

Pro 

Leu 

Pro 

Ala 

Gin 

Thr 

Phe 



115 





120 

Gin 

Leu 

His 

Ser 

Met 

Ser 

Thr 

Trp 


130 





135 


Thr Asp 

Val 

Arg 

Phe 

Ala 

Asn 

Met 

145 





150 



Leu Asp 

Leu 

Phe 

Lys 

Phe 

Tyr 

Val 





165 




Asp Glu 

Lys 

Lys 

He 

lie 

Lys 

Asp 




180 





Val 

Glu 

val 

Asn 

Thr 

Ala 

Phe 

Glu 



195 





200 

Asp Lys 

Arg 

Ala 

Ala 

Ala 

Leu 

Asp 


210 





215 


Asn 

Ser 

Leu 

Leu 

Glu 

Lys 

Ala 

Glu 

225 





230 



Glu 

Glu 

Ala 

Arg 

Arg 

Met 

Arg 

Arg 





245 




Leu Arg 

Gin 

Ala 

Val 

Pro 

Ala 

Leu 




260 





val 

Arg 

Glu 

Arg 

Phe 

Val 

Cys 

Asp 



275 





280 

Glu 

Ser 

Glu 

Arg 

lie 

Arg 

Leu 

Phe 


290 





295 


Thr 

Glu 

Cys 

Gin 

His 

Leu 

His 

Thr 

305 





310 



Gly Lys 

Lys 

His 

His 

His 

Lys 

Arg 





325 




Ser 

Glu 

Glu 

Glu 

Glu 

Leu 

Pro 

Pro 




340 





Arg Arg 

Arg 

Asn 

Pro 

Ser 

Glu 

Ser 



355 





360 

Asp 

Ser 

Val 

Glu 

Ser 

Gly 

Gly 

Ala 


370 





375 


Ser 

Ser 

His 

Leu 

Leu 

Gly 

Ala 

Asp 

385 





390 



Pro 

Lys 

Lys 

Lys 

Thr 

Lys 

Lys 

Arg 





405 




Ser 

Glu 

Thr 

Asp 

Pro 

Glu 

Glu 

Lys 




420 





Glu 

Gin 

Glu 

Gin 

Asp 

Lys 

Asp 

Arg 



10 





IS 


Gly 

Ser 

Ala 

Arg 

Gly 

Tyr 

Cys 

Arg 

25 





30 



Gly 

Thr 

Gly 

Leu 

Phe 

Ser 

Pro 

Phe 





45 




Tyr 

Phe 

Leu 

Ser 

Phe 

Cys 

lie 

Val 




60 





His 

Leu 

Cys 

Leu 

Ser 

Cys 

Leu 

His 



75 





80 

Leu 

Phe 

Leu 

Cys 

His 

Ser 

Leu 

Ser 


90 





95 


Ser 

Leu 

Ser 

His 

Ser 

Pro 

Tyr 

Asn 

105 





110 



Leu 

Asp 

Glu 

Leu 

His 

Glu 

Thr Gly 





125 




Met 

Glu 

Leu 

Tyr 

Pro 

Ala 

Val 

Ser 




140 





Leu 

Gly 

Gin 

Pro 

Gly 

Ser 

Thr 

Pro 



155 





160 

Glu 

Glu 

Leu 

Lys 

Ala 

Arg 

Phe 

His 


170 





175 


lie 

Leu 

Lys 

Asp 

Arg 

Gly 

Phe 

Cys 

185 





190 



Asp 

Phe 

Ala 

His 

Val 

lie 

Ser 

Phe 





205 




Ala 

Gly 

Asn 

lie 

Lys 

Leu 

Thr 

Phe 




220 





Ala 

Arg 

Glu 

Arg 

Glu 

Arg 

Glu 

Lys 



235 





240 

Arg 

Glu 

Ala 

Ala 

Phe 

Arg 

Ser 

Met 


250 





255 


Glu 

Leu 

Gly 

Thr 

Ala 

Trp 

Glu 

Glu 

265 





270 



Ser 

Ala 

Phe 

Glu 

Gin 

lie 

Thr 

Leu 





285 




Arg 

Glu 

Phe 

Leu 

Gin 

Val 

Leu 

Glu 




300 





Lys 

Gly 

Arg 

Lys 

His 

Gly 

Arg Lys 



315 





320 

Ser 

His 

Ser 

Pro 

Ser 

Gly 

Ser 

Glu 


330 





335 


Pro 

Ser 

Leu 

Arg 

Pro 

Pro 

Lys 

Arg 

345 





350 



Gly 

Ser 

Glu 

Pro 

Ser 

ser 

Ser 

Leu 





365 




Ala 

Leu 

Gly 

Gly 

Arg 

Gly 

Ser 

Pro 




380 





His 

Gly 

Leu 

Arg 

Lys 

Ala 

Lys 

Lys 



395 





400 

Arg 

His 

Lys 

Ser 

Asn 

Ser 

Pro 

Glu 


410 





415 


Ala 

Gly 

Lys 

Glu 

Ser 

Asp 

Glu 

Lys 

425 





430 



Glu 

Leu 

Gin 

Gin 

Ala 

Glu 

Leu 

Pro 
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435 440 445 

Asn Arg Ser Pro Gly Phe Gly He Lys Lys Glu Lys Thr Gly Trp Asp 
450 455 460 

Thr Ser Glu Ser Glu Leu Ser Glu Gly Glu Leu Glu Arg Arg Arg Arg 
465 470 475 480 

Thr Leu Leu Gin Gin Leu Asp Asp His Gin 
485 490 

<210> 2895 
<211> 697 
<212> DNA 

<213 > Homo sapiens 
<400> 2895 

nntctagatg taactgctat cgttgtcttt tctctcaagt gccgagagag aagcgctaac 
60 

ttctgctcca gcatcatctc cagcttctgg ccctgtttgg agatccagtg gtccactccg 
120 

tgcaggcggt agcacgtctc cagcatcaac ctgaagtccg ccacgaactc ggtgatgccc 
180 

ccgtactggc cgctggcgaa cttctcttcc atctgcagca gacacatgcc ctgtccgggc 
240 

tgctgcggga aggcgcgacc gccccggccc ccgctgcgcg gcccttctgc cacctcctcc 
300 

tgccgcggtg gcaacgcccc ccaagggctg cagaaagggg gcggtgaggc cccggtgctt 
360 

ctcctgcagg aactcgccca ggatgcggta gcccctgctg tagctcgtag gtcagctcct 
420 

gctccttgca gcaaccgcct ccgatcccca tcgcctccat ctcttcctcc tgatcgtccg 
480 

cgtcctccag cgaggaggca ctccttccgt gggccggccc tgaggtctgg gccgccgctg 
540 

ccacctcctc ctcgtcgtcc tctccttcgg ccgccggtgg cggccgctct tcctccccag 
600 

ccggctccat cgctcccggc gtcccgggca cactcatgcc ccggcaggcc taggctgggc 
660 

ggtgtggaac agccgctcga ggtgctgggg gacgcgt 
697 

<210> 2896 
<211> 174 
<212> PRT 

<213> Homo sapiens 


<400> 2896 


Met 

Pro 

Pro Tyr 

Trp 

Pro 

Leu 

Ala 

Asn 

Phe 

Ser 

Ser 

lie 

Cys Ser Arg 

l 



5 





10 




15 


His 

Met 

Pro Cys 

Pro 

Gly Cys 

Cys 

Gly Lys 

Ala 

Arg 

Pro 

Pro Arg 

Pro 



20 





25 





30 


Pro 

Leu 

Arg Gly 

Pro 

Ser 

Ala 

Thr 

Ser 

Ser 

Cys 

Arg 

Gly 

Gly Asn 

Ala 



35 




40 





45 



Pro 

Gin 

Gly Leu 

Gin 

Lys 

Gly 

Gly 

Gly Glu 

Ala 

Pro 

Val 

Leu Leu 

Leu 


50 




55 





60 




Gin 

Glu 

Leu Ala 

Gin 

Asp Ala 

Val 

Ala 

Pro 

Ala 

Val 

Ala 

Arg Arg 

Ser 
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65 





70 





75 





80 

Ala 

Pro 

Ala 

Pro 

Cys 

Ser 

Asn 

Arg 

Leu 

Arg 

Ser 

Pro 

Ser 

Pro 

Pro 

Ser 





85 





90 





95 


Leu 

Pro 

Pro 

Asp 

Arg 

Pro 

Arg 

Pro 

Pro 

Ala 

Arg Arg 

His 

Ser 

Phe Arg 




100 





105 





110 



Gly Pro 

Ala 

Leu 

Arg 

Ser 

Gly 

Pro 

Pro 

Leu 

Pro 

Pro 

Pro 

Pro 

Arg Arg 



115 





120 





125 




Pro 

Leu 

Leu 

Arg 

Pro 

Pro 

Val 

Ala 

Ala 

Ala 

Leu 

Pro 

Pro 

Gin 

Pro 

Ala 


130 





135 





140 





Pro 

Ser 

Leu 

Pro 

Ala 

Ser 

Arg Ala 

His 

Ser 

Cys 

Pro 

Gly 

Arg 

Pro 

Arg 

145 





150 





155 





160 

Leu Gly 

Gly 

Val 

Glu 

Gin 

Pro 

Leu 

Glu 

Val 

Leu Gly 

Asp 

Ala 







165 





170 








<210> 2897 
<211> 3184 
<212> DNA 

<213> Homo sapiens 
<400> 2897 

tttttttttt tttttttttt tttttttttt tttttttttt tttttgtagt tataatgttt 
60 

aatatggaat agatatttca tatctatatt tggaaaacac ataataggga aataactgcc 
120 

ctataattgt atgagaagaa taaaaacagt tcctttagaa ttcttattgt tttctctatt 
180 

ctttttcagg ctaagacaat gcatagcttt tggttgatac aggtaaccct ggttaccact 
240 

aaagggtgat ccccttcaga taataaaccc atttaactcc agtctcactc ccttcaccag 
300 

gagggcagct cacagtcagc ttggtggtga tgggggtttt gctgccagat gggtttcctt 
360 

caaaggagac tgtgatgttg ttgatcttct tgggccgcac agactctcca gcgcgaatgg 
420 

tgaaggctgg gttatccacg atgatggaga aggtcaccat gtgatagaag acattcttga 
480 

aggggatgat tatgctgtac ccggctcgga tcgagaaggg accttggggc ttgggaggca 
540 

gagccattcc aaagaggggg atgatatact ctccacctgc gagcgatgat aggatcagga 
600 

tgcccttggt ctcacccagg tggctgggct cgaataagac ttccacactg gcttcagtgc 
660 

ctccctggcc tcctggggct gcattaatga gtttttctgc gtggaagtct gtacagtcgg 
720 

tcctgcagta gtattctgtc ctctgccgtg tgtaattgat gaacttcaca aggatgattt 
780 

ggctgctgcc aaggacagtc tggaagtgaa caggcttttc cggaagtgct ggcgtggctt 
840 

tcagatagag ctcatattgg tagtaaccca agtcagtgtt gtgcaaagtt agtcttccga 
900 

aggtttctcc agctttcagg ggctgaaatt caaatgagaa cgtgccctcg gagttggcag 
960 

gcaccacaaa ctgggagggc agggcgatgt cgggcatccg gcattccgtg gagaaggtca 
1020 
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ccgagtaggg cagagggttc 
1080 

tcaccatctc gatggttttg 
1140 

acaagaactc atttgtcacc 
1200 

tgtgggaaaa gaagttcagc 
1260 

caaggccctt catagtgatg 
1320 

cccggaatct ctggggcttg 
1380 

tcttacatgg cacttcacga 
1440 

gcagagcata cagccagccg 
1500 

tgcggttctc caagttcatg 
1560 

ggtgggcctc cagggtgatg 
1620 

gcagattcca ggtctggttg 
1680 

gcacctggca cgtgaaattc 
1740 

acagggttag actcagagga 
1800 

tctcctttcc cacctcggtg 
1860 

taatatagcc ttcttctggg 
1920 

taaaccttgc acccacatcg 
1980 

gatacaccac gggtccaaag 
2040 

agcagccgct aaggaggaag 
2100 

cagagaaggg agggacacgc 
2160 

tgggcttcag tgtgatgttg 
2220 

ctggaattgt gaacagaatg 
2280 

tggaaactgt tcttttcaca 
2340 

tggctggatc taggactaaa 
2400 

gttgtgagag cccattgatt 
2460 

gataaaaagt tattggaatc 
2520 

tcacctcgag gtgagtggtg 
2580 

tgttggtaat taccagggtt 
2640 


tccaacttga tggaggctga 
atgatgcctg aagggatgac 
tcgtttcgga agatcacctt 
ttgtagtctt tcttagagcc 
cttaggtccg gcttctctgg 
ttcagccagt tggtgattgg 
tagatattgg ctacagcttt 
gtcccatctg ggagggggaa 
gtgcggggcc tgtaggtgat 
aactcaggcc cctcccagtg 
gtgcggtttg acagcaggat 
actacctctt ttaccgcagg 
ctgcctccct ggatgtagca 
ggatggtagg tcacttcaaa 
ctaatggaga aatgaggctc 
cctgtgttca acatgaggat 
ggaatatgtt cctggtccag 
agggggcgca ggagccccat 
ttcttcgggg caaagatgac 
tggaagggcg ccagggtgag 
gactgattaa atgtgagctg 
acctgccctg gtaggacagc 
atcttcattt cggtaccctt 
tcaaagggaa tgagttcttg 
tccaatgtgt ttcctggctt 
ttggtgtaca gacaatctat 
tgtttgtatg ggggcatccc 


cgcaacttgc cggactgggg 
cctgaaactc acattgtagt 
tgcagcgtac gttccctcct 
agacagtaca tcaatgtaat 
tttcagtatt tccacgatga 
cagaagctca gtgtaggggg 
ggggagctca gaagtcccat 
gaagagggtg ccctggtgct 
ctcatagggc ttgttttgct 
ctcgccctca aagatggggt 
ggtctgcgtg tgcttggagc 
tggtcccac:g cagactccag 
gagaatgttt ttacaaaggc 
agaaacctcc atgcctgagg 
aaattttttg atgtcccatt 
gcgacgcgtg gcttgcgtct 
tgagatctcc agggcctggc 
gcattccatg aacacttcct 
ttccagttta cagacttctt 
gaccctgggt tcctggagtt 
ggccaggctg ttgttcatga 
tcccaacttc acaatcctgt 
ccctttgatt tcgactgttt 
atagttgata ctttctcgag 
taccacatca acacgggagt 
gctcataggt gtttcttcct 
agcttgatag ataaagcagg 
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tcccaaagtt gtagctggtg aaggagaaat ggatagccgg gctcacagca cagcctgaga 
2700 

tgttgcacat aaatgttgga ccatggctga tcttgattat gagttccagg tctgtcaaga 
2760 

cacacttctt taatggttga aaagacaggg tggcatgtac actctgtcct acatccacag 
2820 

tgctgtcgat gggtgaaaat tccaagtact gcagcaaggt tttggagcca cacagctgtg 
2880 

cctggaagct gaaggtgaac tttccagtgt tgataaagtt gaattcacac tggacacatt 
2940 

catttaactc cacctcatag aagttgatga tgttagtctg gttgggagtc aacagagtga 
3000 

tggagcctgt cctgtccttg cacttgatct ccacattcat agtgtagccc tcggccttga 
3060 

catttaatgt cacagggtgg actttctttt ccacattgca gatcaaatta aagttcacat 
3120 

ctccttcctg ctttggtgtg aagaaaatat caattgggaa cctggacagt ggtgggatcc 

3180 

agcc 

3184 

<210 > 2898 
<211> 933 
<212 > PRT 

<213 > Homo sapiens 


<400> 2898 














Met 

Asn 

Val 

Glu 

lie 

Lys 

Cys 

Lys 

Asp 

Arg 

Thr Gly 

Ser 

lie 

Thr 

Leu 

1 




5 





10 





15 


Leu 

Thr 

Pro 

Asn 

Gin 

Thr 

Asn 

lie 

lie 

Asn 

Phe 

Tyr 

Glu 

Val 

Glu 

Leu 




20 





25 





30 



Asn 

Glu 

Cys 

Val 

Gin 

Cys 

Glu 

Phe 

Asn 

Phe 

lie 

Asn 

Thr 

Gly 

Lys 

Phe 



35 





40 





45 




Thr 

Phe 

Ser 

Phe 

Gin 

Ala 

Gin 

Leu 

Cys 

Gly 

Ser 

Lys 

Thr 

Leu 

Leu 

Gin 


50 





55 





60 





Tyr 

Leu 

Glu 

Phe 

Ser 

Pro 

lie 

Asp 

Ser 

Thr 

Val 

Asp 

Val 

Gly 

Gin 

Ser 

65 





70 





75 





80 

Val 

His 

Ala 

Thr 

Leu 

Ser 

Phe 

Gin 

Pro 

Leu 

Lys 

Lys 

Cys 

Val 

Leu 

Thr 





85 





90 





95 


Asp 

Leu 

Glu 

Leu 

lie 

lie 

Lys 

lie 

Ser 

His 

Gly 

Pro 

Thr 

Phe 

Met 

Cys 




100 





105 





110 



Asn 

lie 

Ser 

Gly 

Cys 

Ala 

Val 

Ser 

Pro 

Ala 

lie 

His 

Phe 

Ser 

Phe 

Thr 



115 





120 





125 




Ser 

Tyr 

Asn 

Phe 

Gly 

Thr 

Cys 

Phe 

lie 

Tyr 

Gin 

Ala 

Gly 

Met 

Pro 

Pro 


130 





135 





140 





Tyr 

Lys 

Gin 

Thr 

Leu 

Val 

lie 

Thr 

Asn 

Lys 

Glu 

Glu 

Thr 

Pro 

Met 

Ser 

145 





150 





155 





160 

He 

Asp 

Cys 

Leu 

Tyr 

Thr 

Asn 

Thr 

Thr 

His 

Leu 

Glu 

Val 

Asn 

Ser 

Arg 





165 





170 





175 


Val 

Asp 

Val 

Val 

Lys 

Pro 

Gly 

Asn 

Thr 

Leu 

Glu 

Ile> 

,Pro 

lie 

Thr 

Phe 




180 





185 





190 



Tyr 

Pro 

Arg 

Glu 

Ser 

lie 

Asn 

Tyr 

Gin 

Glu 

Leu 

lie 

Pro 

Phe 

Glu 

lie 



195 





200 





205 




Asn 

Gly 

Leu 

Ser 

Gin 

Gin 

Thr 

Val 

Glu 

lie 

Lys Gly Lys 

Gly 

Thr 

Glu 
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210 


Met 

225 

Lys lie 

Leu 

Ala 

Val Leu 

Pro 

Asn 

Ser Leu 

Ala 



260 

Pro 

Glu Leu 
275 

Gin 

He 

Thr Leu 
290 

Lys 

Pro 

305 

Lys Lys 

Arg 

Met 

Gly Leu 

Leu 

Leu 

Glu lie 

Ser 

340 

Tyr Gin Thr 
355 

Gin 

Val 

Gly Ala 
370 

Arg 

Ser 

385 

lie Ser 

Pro 

Phe 

Glu Val 

Thr 

Lys 

Asn lie 

Leu 

420 

Leu 

Ser Gly 
435 

Val 

Phe 

Thr Cys 
450 

Gin 

Asn 

465 

Arg Thr 

Asn 

His 

Trp Glu 

Gly 

Lys 

Pro Tyr 

Glu 

500 

Arg 

Lys His 
515 

Gin 

Trp 

Leu Tyr 
530 

Ala 

Asn 

545 

lie Tyr 

Arg 

Pro 

lie Thr 

Asn 

Glu 

lie Leu 

Lys 

580 

Leu 

Asp Tyr 
595 

lie 

Asn 

Phe Phe 
610 

Ser 

Arg 

625 

Asn Glu 

Val 

Val 

lie Pro 

Ser 


Val 

Leu 

215 

Asp 

Pro 

Gly 

230 

Gin 

Val 

Val 

245 

Gin 

Leu 

Thr 

Phe 

Glu 

Pro 

Lys 

Val 

Pro 

Lys 

Glu 

280 

Val 

Val 

Pro 

295 

Pro 

Phe 

Arg 

310 

Pro 

Leu 

Phe 

325 

Leu 

■Asp 

Gin 

Glu 

Ala 

Thr 

Arg 

Arg 

Phe 

Lys 

Trp 

360 

Asp 

Glu 

Glu 

375 

Gly 

Tyr 

Tyr 

390 

His 

Pro 

Thr 

405 

Cys 

Tyr 

lie 

Gin 

Cys 

Val 

Gly 

Pro 

Val 

Arg 

Ser 

440 

Lys 

Gin 

Thr 

455 

Trp 

Asn 

Pro 

470 

Glu 

Phe 

lie 

485 

lie 

Thr 

Tyr 

Arg 

Gly 

Thr 

Leu 

Phe 

Leu 

His 

Gly 

520 

Thr 

Glu 

Val 

535 

Pro 

Cys 

Trp 

550 

Leu 

Asn 

Lys 

565 

Pro 

Glu 

Lys 

Pro 

Asp 

Val 

Leu 

Ser 

His 

Lys 

Glu 

600 

Gly 

Thr 

Asn 

615 

Glu 

Phe 

Gly 

630 

lie 

lie 

Lys 


Ala 

Asn 

Arg 

220 

lie 

Lys 

Arg 

235 

Thr 

Val 

Asn 

250 

Gin 

Ser 

lie 

265 

Leu 

Thr 

Leu 

Ala 

Cys 

Lys 

Leu 

Glu 

Ser 

Glu 

Glu 

300 

Val 

Leu 

Leu 

315 

Ser 

Gly 

His 

330 

lie 

Pro 

Phe 

345 

lie 

Leu 

Met 

Leu 

lie 

Lys 

Lys 

Phe 

lie 

Thr 

Ser 

380 

Gly 

Glu 

Val 

395 

Gly 

Lys 

Gly 

410 

Gly 

Ser 

Pro 

425 

Pro 

Ala 

Val 

Lys 

His 

Thr 

Gin 

Thr 

Leu 

His 

Pro 

460 

lie 

Thr 

Leu 

475 

Glu 

Ala 

Pro 

490 

Arg 

Thr 

Met 

505 

Phe 

Pro 

Leu 

Pro 

Ser 

Glu 

Leu 

Pro 

Lys 

Thr 

Pro 

540 

Tyr 

Pro 

Gin 

555 

Arg 

Phe 

Asp 

570 

Leu 

Ser 

He 

585 

Gly 

Ser 

Lys 

Lys 

Thr 

Tyr 

Ala 

Ala 

Leu 

Tyr 

Tyr 

620 

Asn 

Thr 

lie 

635 

Glu 

Met 


Val 

Lys 

Leu 

Gly 

240 

Ser 

He 

Met 

255 

Asn 

Leu 

Phe 

270 

Thr 

lie 

Pro 

285 

Phe 

His 

Asn 

Val 

lie 

Phe 

Ala 

Phe 

Met 

Glu 

Cys 

320 

Cys 

Cys 

Gin 

335 

Ala 

Gly Pro 
350 

Val 

Val 

Asn 

365 

Thr 

Gly 

Asp 

Glu 

Pro 

His 

Phe 

Met 

Glu 

Val 

Ser 

400 

Glu 

Ser 

Leu 

415 

Cys 

Leu 

Ser 

430 

Leu 

Thr 

Glu 

445 

Val 

Val 

Asn 

lie 

Leu 

Leu 

Ser 

Phe 

Glu 

Gly 

Glu 

480 

His 

Gin 

Gin 
4 95 

Asn 

Asn 

Leu 

510 

Glu 

Asn 

Asp Gly 
525 

Thr 

Gly 

Lys 

Ala 

Val 

Ala 

Thr 

Glu 

Leu. 

Leu 

560 

Arg 

Val 

lie 

575 

Val 

Thr 

Met 

590 

Lys 

Gly 

Asp 

605 

Tyr 

Lys 

Leu 

Lys 

Val 

lie 

Phe 

Val 

Ser 

Phe 

Arg 

640 

Val 

Thr 

Pro 

Val 
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645 





650 




655 


Arg Gin 

Val 

Ala 

Ser 

Ala 

Ser 

lie 

Lys 

Leu 

Glu 

Asn 

Pro 

Leu Pro 

Tyr 



660 





665 





670 


Ser Val 

Thr 

Phe 

Ser 

Thr 

Glu 

Cys 

Arg 

Met 

Pro 

Asp 

lie 

Ala Leu 

Pro 


675 





680 





685 



Ser Gin 

Phe 

Val 

Val 

Pro 

Ala 

Asn 

Ser 

Glu 

Gly 

Thr 

Phe 

Ser Phe 

Glu 

690 





695 





700 




Phe Gin 

Pro 

Leu 

Lys 

Ala 

Gly 

Glu 

Thr 

Phe 

Gly 

Arg 

Leu 

Thr Leu 

His 

705 




710 





715 




720 

Asn Thr 

Asp 

Leu 

Gly 

Tyr 

Tyr 

Gin 

Tyr 

Glu 

Leu 

Tyr 

Leu 

Lys Ala 

Thr 




725 





730 




735 


Pro Ala 

Leu 

Pro 

Glu 

Lys 

Pro 

Val 

His 

Phe 

Gin 

Thr 

Val 

Leu Gly 

Ser 



740 





745 





750 


Ser Gin 

lie 

lie 

Leu 

Val 

Lys 

Phe 

lie 

Asn 

Tyr 

Thr 

Arg Gin Arg 

Thr 


755 





760 





765 



Glu Tyr 

Tyr 

Cys 

Arg 

Thr 

Asp 

Cys 

Thr 

Asp 

Phe 

His 

Ala 

Glu Lys 

Leu 

770 





775 





780 




lie Asn 

Ala 

Ala 

Pro 

Gly 

Gly 

Gin 

Gly 

Gly 

Thr 

Glu 

Ala 

Ser Val 

Glu 

785 




790 





795 




800 

Val Leu 

Phe 

Glu 

Pro 

Ser 

His 

Leu 

Gly 

Glu 

Thr 

Lys 

Gly 

lie Leu 

lie 




805 





810 




815 


Leu Ser 

Ser 

Leu 

Ala 

Gly 

Gly 

Glu 

Tyr 

lie 

lie 

Pro 

Leu 

Phe Gly 

Met 



820 





825 





830 


Ala Leu 

Pro 

Pro 

Lys 

Pro 

Gin 

Gly 

Pro 

Phe 

Ser 

lie 

Arg Ala Gly 

Tyr 


835 





840 





845 



Ser lie 

lie 

lie 

Pro 

Phe 

Lys 

Asn 

Val 

Phe 

Tyr 

His 

Met 

val Thr 

Phe 

850 





855 





860 




Ser He 

lie 

Val 

Asp 

Asn 

Pro 

Ala 

Phe 

Thr 

lie 

Arg 

Ala 

Gly Glu 

Ser 

865 




870 





875 




880 

Val Arg 

Pro 

Lys 

Lys 

lie 

Asn 

Asn 

lie 

Thr 

Val 

Ser 

Phe 

Glu Gly 

Asn 




885 





890 




895 


Pro Ser 

Gly 

Ser 

Lys 

Thr 

Pro 

lie 

Thr 

Thr 

Lys 

Leu 

Thr 

i 

Val Ser 

Cys 



900 





905 





910 


Pro Pro 

Gly Glu 

Gly 

Ser 

Glu 

Thr 

Gly 

val 

Lys 

Trp 

Val 

Tyr Tyr 

Leu 


915 





920 





925 



Lys Gly 

lie 

Thr 

Leu 











930 














<210> 2899 













<211> 876 













<212 > DNA 













<213> Homo ! 

sapiens 











<400 > 2899 













ngcggctgac gggcccgcgg tctgggcgtg agtgcaggga 

agtggagtat ttgctgggcc 


60 

gggtaccatg gacgtgggcg aacttctgag ctaccaggag ggtcattgcg aggagcagta 
120 

gagctgcact gccgaatgtc gtagccacta gccacatagg ctgttgattg cttgaaatgt 
180 

gactagtctg aattgagaaa tactcccaac aggggcacaa aacgtccccg ggatgatgag 
240 

gaagaagaac tgaagacacg ccgcaagcaa actggtactc gagaacgcgg ccgctatcgg 
300 


2133 



WO 00/58473 


PCT/U S00/0862 1 


gaagaagaaa tgactgtggt ggaggaagcg gatgatgaca aaaaaaggct gctgcagatt 
360 

attgacagag atggggaaga ggaagaggaa gaggaggagc cattggatga aagctcagtg 
420 

aagaaaatga tcctcacatt tgaaaagaga tcatataaaa accaagaatt gcggattaag 
480 

tttccagaca atccagagaa gttcatggaa tccgagctgg acctaaatga catcattcag 
540 

gagatgcacg tggtggccac catgccagac ctgtaccacc ttctggtgga gctgaatgct 
600 

gtacagtcgc ttctcggctt gctcggacac gataatacag atgtgtccat agctgtggtc 
660 

gatttgcttc aggaattaac agatatagac accctccatg agagtgaaga gggagcagaa 
720 

gtgctcatcg atgctctggt ggatgggcag gtggtagcac tgctggtaca gaatctggag 
780 

cgcctggatg agtctgtgaa agaggaggca gatggcgtcc acaacactct ggctattgtg 
840 

gaaaacatgg ctgagttccg. gcctgagatg tgtaca 
876 

<210> 2900 
<211> 189 
<212> PRT 

<213> Homo sapiens 


<4 00> 2900 


Met 

Thr 

Val 

Val 

Glu 

Glu 

Ala 

Asp 

Asp 

Asp 

Lys 

Lys 

Arg 

Leu 

Leu 

Gin 

1 




5 





10 





15 


He 

lie 

Asp 

Arg 

Asp 

Gly 

Glu 

Glu 

Glu 

Glu 

Glu 

Glu 

Glu 

Glu 

Pro 

Leu 




20 





25 





30 



Asp 

Glu 

Ser 

Ser 

Val 

Lys 

Lys 

Met 

lie 

Leu 

Thr 

Phe 

Glu 

Lys 

Arg 

Ser 



35 





40 





45 




Tyr 

Lys 

Asn 

Gin 

Glu 

Leu 

Arg 

lie 

Lys 

Phe 

Pro 

Asp 

Asn 

Pro 

Glu 

Lys 


50 





55 





60 





Phe 

Met 

Glu 

Ser 

Glu 

Leu 

Asp 

Leu 

Asn 

Asp 

lie 

lie 

Gin 

Glu 

Met 

His 

65 





70 





75 





80 

Val 

Val 

Ala 

Thr 

Met 

Pro 

Asp 

Leu 

Tyr 

His 

Leu 

Leu 

Val 

Glu 

Leu 

Asn 





85 





90 





95 


Ala 

Val 

Gin 

Ser 

Leu 

Leu 

Gly 

Leu 

Leu 

Gly 

His 

Asp 

Asn 

Thr 

Asp 

Val 




100 





105 





110 



Ser 

lie 

Ala 

Val 

Val 

Asp 

Leu 

Leu 

Gin 

Glu 

Leu 

Thr 

Asp 

lie 

Asp 

Thr 



115 





120 





125 




Leu 

Hi s 

Glu 

Ser 

Glu 

Glu 

Gly 

Ala 

Glu 

Val 

Leu 

lie 

ASp 

Ala 

Leu 

Val 


130 





135 





140 





Asp Gly 

Gin 

Val 

Val 

Ala 

Leu 

Leu 

Val 

Gin 

Asn 

Leu 

Glu 

Arg 

Leu 

Asp 

145 





150 





155 





160 

Glu 

Ser 

Val 

Lys 

Glu 

Glu 

Ala 

Asp 

Gly 

Val 

His 

Asn 

Thr 

Leu 

Ala 

lie 





165 





170 





175 


Val 

Glu 

Asn 

Met 

Ala 

Glu 

Phe 

Arg 

Pro 

Glu 

Met 

Cys 

Thr 







180 





185 









<210> 2901 
<211> 756 
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<212> DNA 

<213 > Homo sapiens 
<400> 2901 

acgcgtcgga gaggggcttt cgactttttt gagaagcaag accaagtggc agaagagggt 
60 

ccgcccgtcc agagcctgaa gggcgaggat gctgaggaat ccttggagga ggaggaggcg 
120 

ctggaccctc tgggcattat gcgctccaag aagcccaaga aacatcccaa agtggccgtg 
180 

aaagccaagc cctcgccccg gctcaccatc tttgacgagg aggtggaccc tgatgagggg 
240 

ctctttggcc cgggcaggaa gctgtctcca caggacccct cggaggacgt gtcatccatg 
300 

gaccccctga agctatttga tgatcctgac ctcggcgggg ccatccccct gggtgactcc 
360 

ctcctgctgc cggccgcctg tgagagtgga gggcccacac ccagcctcag ccacagggac 
420 

gcctccaagg aactgttcag gtaccacctg tccccagcgg cgcttggcca gctctgagag 
480 

tgtcctggac agagccaagg gcccggctca ttgcccagtc tcagccccag cctcctctga 
540 

ggggaggacc ccaggcctgt gaaaagtaga agcctgtggg tgcacattgg gtgagaggcg 
600 

gtgaaggggg ctgaggggga ggnaantcgc ccagggctgc tcagctagtt ccagaaagag 
660 

agaactttgt gtgcacaacc agtctttctt ttcacaatca tattttaaca gtttatgtaa 
720 

agaataatta aattatataa ttgccagggc aaaaaa 
756 

<210> 2902 
<211 > 158 
<212> PRT 

<213> Homo sapiens 
<4 00> 2902 

Thr Arg Arg Arg Gly Ala Phe Asp Phe Phe Glu Lys Gin Asp Gin Val 
1 5 '10 15 

Ala Glu Glu Gly Pro Pro Val Gin Ser Leu Lys Gly Glu Asp Ala Glu 
20 25 30 

Glu Ser Leu Glu Glu, Glu Glu Ala Leu Asp Pro Leu Gly He Met Arg 
35 40 45 

Ser Lys Lys Pro Lys Lys His Pro Lys Val Ala Val Lys Ala Lys Pro 
50 55 60 

Ser Pro Arg Leu Thr lie Phe Asp Glu Glu Val Asp Pro Asp Glu Gly 

65 70 75 80 

Leu Phe Gly Pro Gly Arg Lys Leu Ser Pro Gin Asp Pro Ser Glu Asp 

85 90 95 

Val Ser Ser Met Asp Pro Leu Lys Leu Phe Asp Asp Pro Asp Leu Gly 
100 105 110 

Gly Ala lie Pro Leu Gly Asp Ser Leu Leu Leu Pro Ala Ala Cys Glu 
115 120 125 

Ser Gly Gly Pro Thr Pro Ser Leu Ser His Arg Asp Ala Ser Lys Glu 
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130 135 140 

Leu Phe 'Arg Tyr His Leu Ser Pro Ala Ala Leu Gly Gin Leu 
145 150 ’ 155 

<210 > 2903 

<211> 542 

<212> DNA 

<213 > Homo sapiens 

<400> 2903 

aagcttatgt tctctcttta tccaaggctt cgacacctcg gactggggaa ggagggaatc 
60 

accacctatt tctctgggaa ttgtaccatg gaagatgcca aattggccca ggactttctg 
120 

gactcacaga acctcagtgc ctacaacacc cggctcttca aagaggtcga tggagaaggg 
180 

aagccctact acgaggtgcg gctggcttct gtgcttggct cagagccttc cctggactct 
240 

gaggtgactt ccaagctgaa gagctatgaa ttccggggaa gccctttcca ggtgacccgg 
300 

ggggactaog cgcccatcct ccagaaggtg gtggagcagc tggagaaagc caaggcctat 
360 

gcagccaaca gccaccaggg gcagatgctg gcccagtata tagagagctt cacccagggc 
420 

tccatcgagg cccacaagag gggctcccgc ttctggatcc aggacaaagg cccccatcgt 
480 

ggagaggtga ggcgccagct ccaccccacc tgccccctcc tgcctgcccc tccttcacgc 

540 

gt 

542 

<210> 2904 
<211 > 180 
<212> PRT 

<213 > Homo sapiens 
<400> 2904 


Lys 

Leu 

Met 

Phe 

Ser 

Leu 

Tyr 

Pro 

Arg 

Leu 

Arg 

His 

Leu 

Gly 

Leu 

Gly 

1 




5 





10 





15 


Lys 

Glu 

Gly 

lie 

Thr 

Thr 

Tyr 

Phe 

Ser 

Gly 

Asn 

Cys 

Thr 

Met 

Glu 

Asp 




20 





25 





30 



Ala 

Lys 

Leu 

Ala 

Gin 

Asp 

Phe 

Leu 

Asp 

Ser 

Gin 

Asn 

Leu 

Ser 

Ala 

Tyr 



35 





40 





45 




Asn 

Thr 

Arg 

Leu 

Phe 

Lys 

Glu 

Val 

Asp 

Gly 

Glu Gly 

Lys 

Pro 

Tyr 

Tyr 


50. 





55 





60 





Glu 

Val 

Arg 

Leu 

Ala 

Ser 

Val 

Leu 

Gly 

Ser 

Glu 

Pro 

Ser 

Leu 

Asp 

Ser 

65 





70 





75 





80 

Glu 

Val 

Thr 

Ser 

Lys 

Leu 

Lys 

Ser 

Tyr 

Glu 

Phe Arg 

Gly 

Ser 

Pro 

Phe 





85 





90 





95 


Gin 

Val 

Thr 

Arg 

Gly 

Asp 

Tyr 

Ala 

Pro 

lie 

Leu 

Gin 

Lys 

Val 

Val 

Glu 




100 





105 





110 



Gin 

Leu 

Glu 

Lys 

Ala 

Lys 

Ala 

Tyr 

Ala 

Ala 

Asn 

Ser 

His 

Gin 

Gly 

Gin 



115 





120 





125 




Met 

Leu 

Ala 

Gin 

Tyr 

lie 

Glu 

Ser 

Phe 

Thr 

Gin Gly 

Ser 

lie 

Glu 

Ala 
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130 135 140 

His Lys Arg Gly Ser Arg Phe Trp lie Gin Asp Lys Gly Pro His Arg 

145 150 155 160 

Gly Glu Val Arg Arg Gin Leu His Pro Thr Cys Pro Leu Leu Pro Ala 

165 170 175 

Pro Pro Ser Arg 
180 

<210 > 2905 

<211> 814 

<212> DNA 

<213> Homo sapiens 

<4 00 > 2905 

ttttcatatc ccagttttgt ttatttggga acatttactc ttgtggataa cagaatacca 
60 

gtcacaagat ccttcttctg tattacaaat tctgccactt tgtttcagaa ctgggtatca 
120 

ggattcctcc tctgcccagg tttctgctgt ccccccaaaa gaaagacatg tagctgggca 
180 

tggtggtaca catctgtggt cccagttact caggaggctg aggcaggagg attgcttgag 
240 

cccaggtgtt caaggttgca gtgggctgtg aatgctctac ttcactccag cctgagcaac 
300 

agagcaagac cccggccctc ttctcgactt tctatccctc ctcctcaaca ccctttcctt 
360 

ctggaaatgg gcttcggggt ggttaaccaa gcccagggaa acttgcgtgg cccagcatct 
420 

tccgtccgct gcaggaggag cacacgcccc cggcccgggt cagcaagacg cgagaaagcg 
480 

gccacgccgg gcgtccggga gctgaggctg gagggcgcct ggcaggcagg gcggggccca 
540 

ggcggcggga gtgcttatga ccggcgctgg ggggaacttc tggacgtcaa ggggccacta 
600 

taaagcggca cagtcttgag ccttcgctct tcacctaagt cagtgagcgc ccttcgcaaa 
660 

gcctctgtgg aggtaaccat tgggggttcg cctccaaatc caggaatgca cctcaaaaat 
72 0 

gctcctacac cgtaagaccg tgtccttcaa tgcaaagggg actgtgcggc gaggcaccga 
780 

caagccgtag ccctgagacc actcaaagcc tgca 
814 

<210> 2906 
< 211 > 200 
< 2 1 2 > PRT 

<213 > Homo sapiens 
<400 > 2906 

Phe Ser Tyr Pro Ser Phe Val Tyr Leu Gly Thr Phe Thr Leu Val Asp 
1 5-10 15 

Asn Arg lie Pro Val Thr Arg Ser Phe Phe Cys He Thr Asn Ser Ala 
20 25 30 

Thr Leu Phe Gin Asn Trp Val Ser Gly Phe Leu Leu Cys Pro Gly Phe 


2137 



WO 00/58473 


PCT/U S00/0862 1 


35 40 45 

Cys Cys Pro Pro Lys Arg Lys Thr Cys Ser Trp Ala Trp Trp Tyr Thr 

50 55 60 

Ser Val Val Pro Val Thr Gin Glu Ala Glu Ala Gly Gly Leu Leu Glu 

65 70 75 80 

Pro Arg Cys Ser Arg Leu Gin Trp Ala Val Asn Ala Leu Leu His Ser 

85 90 95 

Ser Leu Ser Asn Arg Ala Arg Pro Arg Pro Ser Ser Arg Leu Ser lie 
100 105 110 

Pro Pro Pro Gin His Pro Phe Leu Leu Glu Met Gly Phe Gly Val Val 

115 120 125 

Asn Gin Ala Gin Gly Asn Leu Arg Gly Pro Ala Ser Ser Val Arg Cys 

130 135 140 

Arg Arg Ser Thr Arg Pro Arg Pro Gly Ser Ala Arg Arg Glu Lys Ala 

145 150 155 160 

Ala Thr Pro Gly Val Arg Glu Leu Arg Leu Glu Gly Ala Trp Gin Ala 

165 170 175 

Gly Arg Gly Pro Gly Gly Gly Ser Ala Tyr Asp Arg Arg Trp Gly Glu 
180 185 190 

Leu Leu Asp Val Lys Gly Pro Leu 

195 200 

<210> 2907 
<2 11> 379 
<212> DNA 

<213 > Homo sapiens 
<400> 2907 

ntgagaccct gtctcaaagt aaaaaattct gaaaaatgct atgaccgtga gtgaccggcc 
60 

atcagcaggc tgtgatctgc cgaaactcat gacagcgagc ctcaatggct gggtcttaag 
120 

aaacagcatc ttcacttttc ccaggctgct ttccaatttc caacactgtc cccaagatta 
180 

caaaggcaaa ggaattcttc ccttaatgtt ggacggtcct gagactgctc caccctgggc 
24 0 

tcattacact gggaccagct ttaagcttcc ctgttcaacg cggagagctc cacagcccag 
300 

gacgacagag cagatgatgg cacgacgccc tcaaaaccca gacaggcctt cttggcttgc 
360 

cctggccgat gccaccggt 
379 

<210> 2908 
<211> 113 
<212> PRT 

<213> Homo sapiens 
<400> 2908 

Met Thr Val Ser Asp Arg Pro Ser Ala Gly Cys Asp Leu Pro Lys Leu 
15 10 15 

Met Thr Ala Ser Leu Asn Gly Trp Val Leu Arg Asn Ser lie Phe Thr 
20 25 30 

Phe Pro Arg Leu Leu Ser Asn Phe Gin His Cys Pro Gin Asp Tyr Lys 
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35 40 45 

Gly Lys Gly lie Leu Pro Leu Met Leu Asp Gly Pro Glu Thr Ala Pro 
50 55 - 60 

Pro Trp Ala His Tyr Thr Gly Thr Ser Phe Lys Leu Pro Cys Ser Thr 

65 70 75 80 

Arg Arg Ala Pro Gin Pro Arg Thr Thr Glu Gin Met Met Ala Arg Arg 

85 90 95 

Pro Gin Asn Pro Asp Arg Pro Ser Trp Leu Ala Leu Ala Asp Ala Thr 


100 

Gly 


<210> 2909 
<211> 2420 
<212> DNA 

<213 > Homo sapiens 
<4 00> 2909 

tttttttttt tttaatttat aaaatatcct 
60 

gctttaaaaa aaaaaaaaaa gacacatttt 
120 

cattgggccc ctgtgagcgg gacggtggct 
180 

ctgcactcac tggcaggggt ttggtgggaa 
240 

ttgcttataa tcaagaataa tgagttttga 
300 

cggctggcat ttgacaaaag attgctgata 
360 

tttaaaggaa tgataatttg tacttactgt 
420 

catcattatg gggacatagt gtttccctat 
480 

tcatacttcc tggttttact taattagtaa 
540 

caggtagagt tactcctttt tccccttctt 
600 

tttacccaaa aagagagttt gagaatgttc 
660 

gctgttatat cagaaaaatc cataaacata 
720 

ctgctaataa acacaacact ttctcctcca 
780 

agatgtgcca actaactata ggctcgttgc 
840 

caaattcgat tgtacagtgg gatggcgtct 
900 

tctgtgctgc tgtcccctga ggcaggtcga 
960 

ggttctcatg ggttagaaca taagggcttt 
1020 

tggaggccta tgtgaatctg tttacatgga 
1080 


105 110 


ttatttattc taaggaacag tcaagcagta 
ttgaaagata ttcttagtgt tgtgacctgg 
gagaccgcct gctgtggctt. tgcgagttct 
acggggaagc tttggcatgg ttctgtccag 
ggtttacaaa gagcagaagt aacatttata 
atatactcat tccaggaagt gtaaaaatgc 
ttatggggac tagatatatt agaattatag 
aaattcagaa attctctggt tgatgtaaaa 
agaaataaat aaattagagt aacatttagt 
tattaataaa ttttattttt agcacaatca 
gagaatctct accactcggt aaccatgctg 
cacagcagcg agctgttttc acaagacttc 
ctcagatggg agcctcagat gccaaaacgc 
taagcagaga aacctatcaa gtttgtccag 
gctctgcggc cttggacagg gagccactgg 
agctggtggc ccttagaggg caggtaaaat 
gagaaaaaat gcaaaaggtc tcattgaaat 
ggcatactga gatctcgttc tgtgcttagg 
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tgaactgcag gtctcacgct ggctgcatga cttggtgccc cctggctggc tgagccactg 
1140 

cctgccacct tctcatacca ttacgtgggg gtctaaagag gacatcatcc ccaaccaaag 
1200 

aatagtgaga gagaaaatcc caaacatttg agacagggtt caaaagcacc cagacgcctt 
1260 

ctgtctcttt cccagttccc atctggctag ggactgtgaa tcagaattca gaatctgtgc 
1320 

tgccctgagg ggacaggcac ccaaatgcaa taaataacac caagctcagg acccagccac 
1380 

tgaccttcct ccaccactgc tgcgggttat tcctcgatgg gaactgaagg atccaaggga 
1440 

ggaatccgtt ccgcccccaa acctccctgc acaacatcga atgcgggagt ctggctgctg 
1500 

cttctgcaca ggacagagcc tccagtcttt tgcttgagag catcatttat ggcatggact 
1560 

gggaacgcaa tgtgttcaca caaatgcacg acaattgtac atcagcatct ttacaatatt 
1620 

aaaggagtca tatacaagtc tacagccatt gtacacagga tggtgatggc tggggagccc 
1680 

cgcccaccag tcctctgcag tttctccacc ggagaacact tggggagctg tcacaaggcc 
1740 

agggggggtc catctttggg cctgtcgtgg ggcaggcagc aggtctgcaa ggactcctca 
1800 

gggccagtcc tcactggaat caggggtcaa gagcgccagg tctgcctgtg tctgggtctc 
1860 

atcggcaggc tagtgtaaca acgtgaatta aaactgtgca tattcgcatg agaaaactgg 
1920 

agctggggat ggctccctga gctggggacc tagaagacgc tgctgacaga tgggcccctt 
1980 

catggtgggg cccattcctg aggtaacgtg cagccctgag gctggtccga acgggaggag 
2040 

acttctccag cagcccaggt gccagtccac acagacagga ctggaagccc ctgggcagca 
2100 

ggtcaggtga cccggggagt gcagcctgag cccccaacgg cagcaaacgt gaaggtctca 
2160 

ggtggttaca gaatcactca gccctcaggc ccccaccact ctcctcccag cagccctgca 
2220 

gcacacatcc ctgcatctgt cccgagagcc ccagccctgc aggcatctgg gcctgaatgc 
2280 

caggcagctg gtccaccctg cagccatgct gcacgtctga ctgagaactg agcaccagat 
2340 

aaagaagcat tggtccttgt cagcctctct gacttttgca gttagggctg catccattta 
2400 

aatatgtaga aaaatagcca 
2420 

<210> 2910 
<211> 153 
<212 > PRT 

<213 > Homo sapiens 
<4 00> 2910 

Met Gly Thr Glu Gly Ser Lys Gly Gly He Arg Ser Ala Pro Lys Pro 
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1 



5 





10 





15 


Pro Cys 

Thr 

Thr 

Ser 

Asn 

Ala 

Gly 

Val 

Trp 

Leu 

Leu 

Leu 

Leu 

His 

Arg 


20 





25 





30 



Thr Glu 

Pro 

Pro 

Val 

Phe 

Cys 

Leu 

Arg 

Ala 

Ser 

Phe 

Met 

Ala 

Trp 

Thr 


35 





40 





45 




Gly Asn 

Ala 

Met 

Cys 

Ser 

His 

Lys 

Cys 

Thr 

Thr 

lie 

Val 

His 

Gin 

His 

50 





55 





60 





Leu Tyr 

Asn 

He 

Lys 

Gly 

Val 

lie 

Tyr 

Lys 

Ser 

Thr 

Ala 

He 

Val 

His 

65 




70 





75 





80 

Arg Met 

Val 

Met 

Ala 

Gly 

Glu 

Pro 

Arg 

Pro 

Pro 

Val 

Leu 

Cys 

Ser 

Phe 



85 





90 





95 


Ser Thr 

Gly 

Glu 

His 

Leu 

Gly 

Ser 

Cys 

His 

Lys 

Ala 

Arg 

Gly 

Gly 

Pro 



100 





105 





110 



Ser Leu 

Gly 

Leu 

Ser 

Trp 

Gly 

Arg 

Gin 

Gin 

Val 

Cys 

Lys 

Asp 

Ser 

Ser 


115 





120 





125 




Gly Pro 

Val 

Leu 

Thr 

Gly 

lie 

Arg 

Gly 

Gin 

Glu 

Arg 

Gin 

Val 

Cys 

Leu 

130 





135 





140 





Cys Leu 

Gly 

Leu 

lie 

Gly 

Arg 

Leu 

Val 








145 




150 












<210> 2911 

<211> 1327 

<212> DNA 

<213 > Homo sapiens 

<400> 2911 

nngcaaggcg gcacgtcctg ctccccctgg tgaagaagct gccctgggct tgtcgtccta 
60 

gggtctccag acatgtctga ggtgaagagc cggaagaagt cggggcccaa gggagcccct 
120 

gctgcggagc ccgggaagcg gagcgagggc gggaagaccc ccgtggcccg gagcagcgga 
180 

ggcgggggct gggcagaccc ccgaacgtgc ctgagcctgc tgtcgctggg gacgtgcctg 
240 

ggcctggcct ggtttgtatt tcagcagtca gaaaaatttg caaaggtgga aaaccaatac 
300 

cagttactga aactagaaac caatgaattc caacaacttc aaagtaaaat cagtttaatt 
360 

tcagaaaagt ggcagaaatc tgaagctatc atggaacaat tgaagtcttt tcaaataatt 
420 

gctcatctaa agcgtctaca ggaagaaatt aatgaggtaa aaacttggtc caataggata 
480 

actgaaaaac aggatatact gaacaacagt ctgacgacgc tttctcaaga cattacaaaa 
540 

gtagaccaaa gtacaacttcNcatggcaaaa gatgttggtc tcaagattac aagtgtaaaa 
600 

acagatatac gacggatttc aggtttagta actgatgtaa tatcattgac agattctgtg 
660 

caagaactag aaaataaaat agagaaagta gaaaaaaata cagtaaaaaa tataggtgat 
720 

cttctttcaa gcagtattga tcgaacagca acgctccgaa agacagcatc tgaaaattca 
780 

caaagaatta actctgttaa gaagacgcta accgaactaa agagtgactt cgacaaacat 
840 
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acagatagat ttctaagctt 
900 

gcaaatgatc taaaaccaaa 
960 

ttagtaaatg atttaacact 
1020 

aaagaaattg ctttcttaag 
1080 

aaggatatta aagatgaaat 
1140 

attagactaa ggtaattttt 
1200 

aatgatattt tggagcaaaa 
1260 

aactttaaaa caggttgatt 
1320 


agaaggtgac agagccaaag 
ggtgtataat ctaaagaagg 
acgcattggg agattggtta 
tgaaaaaata tctaatttaa 
agcacacatt tcagatatga 
ttaatgggac ctctcatgag 
gtcattttat atttaatcct 
ttccaaaata aatatgctaa 


ttctgaagac agtgactttt 
acttttcccg tttagaacca 
ccgacttact acaaagagag 
caatagtcca agctgagatt 
attagtttga cattattgag 
aagactggta aatcaaaaat 
attttgtaca gtaaaaataa 
aacctatttt tgcaacttta 


aaaaaaa 


1327 

<210 > 2912 


<211> 350 






<212> PRT 






<213 > Homo sapiens 




<4 00> 2912 






Met 

Ser 

Glu 

Val 

Lys 

Ser 

Arg 

Lys 

1 




5 




Ala 

Ala 

Glu 

Pro 

Gly 

Lys 

Arg 

Ser 




20 





Arg 

Ser 

Ser Gly 

Gly 

Gly 

Gly 

Trp 



35 





40 

Leu 

Leu 

Ser 

Leu 

Gly 

Thr 

Cys 

Leu 


50 





55 


Gin 

Ser 

Glu Lys 

Phe 

Ala 

Lys 

Val 

65 





70 



Leu 

Glu 

Thr 

Asn 

Glu 

Phe 

Gin 

Gin 





85 




Ser 

Glu 

Lys 

Trp 

Gin 

Lys 

Ser 

Glu 




100 





Phe 

Gin 

lie 

lie 

Ala 

His 

Leu 

Lys 



115 





120 

Val 

Lys 

Thr 

Trp 

Ser 

Asn 

Arg 

lie 


130 





135 


Asn 

Ser 

Leu 

Thr 

Thr 

Leu 

Ser 

Gin 

145 





150 



Thr 

Thr 

Ser 

Met 

Ala 

Lys 

Asp 

Val 





165 




Thr 

Asp 

He 

Arg 

Arg 

lie 

Ser Gly 




180 





Thr 

Asp 

Ser 

Val 

Gin 

Glu 

Leu 

Glu 



195 





200 

Asn 

Thr 

Val 

Lys 

Asn 

lie 

Gly Asp 


210 





215 


Thr 

Ala 

Thr 

Leu 

Arg 

Lys 

Thr 

Ala 


Lys 

Ser 

Gly 

Pro 

Lys 

Gly 

Ala 

Pro 


10 





15. 


Glu 

Gly 

Gly 

Lys 

Thr 

Pro 

Val 

Ala 

25 





30 



Ala 

Asp 

Pro 

Arg 

Thr 

Cys 

Leu 

Ser 





45 




Gly 

Leu 

Ala 

Trp 

Phe 

Val 

Phe 

Gin 




60 





Glu 

Asn 

Gin 

Tyr 

Gin 

Leu 

Leu 

Lys 



75 





80 

Leu 

Gin 

Ser 

Lys 

lie 

Ser 

Leu 

lie 


90 





95 


Ala 

lie 

Met 

Glu 

Gin 

Leu 

Lys 

Ser 

105 





110 



Arg 

Leu 

Gin 

Glu 

Glu 

lie 

Asn 

Glu 





125 




Thr 

Glu 

Lys 

Gin 

Asp 

lie 

Leu 

Asn 




140 





Asp 

lie 

Thr 

Lys 

Val 

Asp 

Gin 

Ser 



155 





160 

Gly 

Leu 

Lys 

lie 

Thr 

Ser 

Val 

Lys 


170 





175 


Leu 

Val 

Thr 

Asp 

Val 

lie 

Ser 

Leu 

185 





190 



Asn 

Lys 

lie 

Glu 

Lys 

Val 

Glu 

Lys 





205 




Leu 

Leu 

Ser 

Ser 

Ser 

lie 

Asp 

Arg 




220 





Ser 

Glu 

Asn 

Ser 

Gin 

Arg 

lie 

Asn 
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225 




230 



Ser Val 

Lys 

Lys 

Thr 

Leu 

Thr 

Glu 




245 




Thr Asp 

Arg 

Phe 

Leu 

Ser 

Leu 

Glu 



260 





Thr Val 

Thr 

Phe 

Ala 

Asn 

Asp 

Leu 


275 





280 

Lys Asp 

Phe 

Ser 

Arg 

Leu 

Glu 

Pro 

290 





295 


lie Gly 

Arg 

Leu 

Val 

Thr 

Asp 

Leu 

305 




310 



Phe Leu 

Ser 

Glu 

Lys 

lie 

Ser 

Asn 




325 




Lys Asp 

lie 

Lys 

Asp 

Glu 

lie 

Ala 



340 








235 





240 

Leu 

Lys 

Ser 

Asp 

Phe 

Asp 

Lys 

His 


250 





255 


Gly 

Asp 

Arg 

Ala 

Lys 

Val 

Leu 

Lys 

265 





270 



Lys 

Pro 

Lys 

val 

Tyr 

Asn 

Leu 

Lys 





285 




Leu 

Val 

Asn 

Asp 

Leu 

Thr 

Leu 

Arg 




300 





Leu 

Gin 

Arg 

Glu 

Lys 

Glu 

lie 

Ala 



315 





320 

Leu 

Thr 

lie 

Val 

Gin 

Ala 

Glu 

lie 


330 





335 


His 

lie 

Ser 

Asp 

Met 

Asn 



345 





350 




<210> 2913 
<211> 361 
<212 > DNA 

<213> Homo sapiens 
<400> 2913 

gtcatccagg gcatcgtgaa cgaagtgcgc cagtccatgc agctgatgct gagccagctg 
60 

atccagcaac tgaggaccaa catccagctt cctgcctgcc tccgtgtcat tggctacctg 
120 

cggcgcatgg acgtcttcac tgaggctgag ttgagggtga agtttcttca ggcccgagat 
180 

gcttggctcc ggtccatcct gactgccatt cctaatgatg atccctattt ccatattaca 
240 

aaaaccatcg agggcctccc gtgtccatct ctttgatatc atcacccagt accgggccat 
300 

cttctcagac gaggacccac tgctgccccc tgccatgggt gagcacactg ggatgagagt 

360 
9 

361 . 

<210> 2914 
< 211 > 112 
<212 > PRT 

<213 > Homo sapiens 

<400> 2914 
Met Ala Gly Gly Ser 
1 5 

Trp Val Met He Ser 
20 

Cys Asn Met Glu lie 
35 

Pro Glu Pro Ser lie 
50 

Leu Ser Glu Asp Val 
65 

Gly Arg Lys Leu Asp 


Ser 

Gly 

Ser 

Ser 

Ser 

Glu 

Lys 

Met 

Ala 

Arg 

Tyr 





10 





15 


Lys 

Arg 

Trp 

Thr 

Arg 

Glu 

Ala 

Leu 

Asp 

Gly 

Phe 




.25 





30 



Gly 

lie 

lie 

lie 

Arg 

Asn 

Gly 

Ser 

Gin 

Asp 

Gly 



40 





45 




Ser 

Gly 

Leu 

Lys 

Lys 

Leu 

His 

Pro 

Gin 

Leu 

Ser 


55 





60 





His 

Ala 

Pro 

Gin 

Val 

Ala 

Asn 

Asp 

Thr 

Glu 

Ala 

70 





.75 





80 

Val 

Gly 

Pro 

Gin 

Leu 

Leu 

Asp 

Gin 

Leu 

Ala 

Gin 
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85 90 95 

His Gin Leu His Gly Leu Ala His Phe Val His Asp Ala Leu Asp Asp 
100 105 110 

<210> 2915 
<211> 1782 
<212 > DNA 

<213> Homo sapiens 
<4 00> 2915 

caagaggatc accttaaaca cttaagaacc ctcgaaaaaa cattagaaaa aatggagaga 
60 

caaaaaaggc agcagcaggc agcacagata agactgatcc aagaggtgga actcaaagct 
120 

tcagctgccg atagagaaat atacttactt agaacttccc ttcatcgaga aagagaacaa 
180 

gcgcaacaac ttcatcaact tcttgcattg aaagaacagg aacacaggaa ggaacttgaa 
240 

acaagggagt tttttactga tgctgacttc caggatgcct tagctaaaga aatagccaaa 
300 

gaagagaaaa agcatgagca aatgataaaa gaataccaag agaaaattga cgtgttaagc 
360 

cagcagtata tggatttaga aaatgaattc cgtattgctt taactgttga agccagaaga 
420 

tttcaagatg ttaaagatgg ttttgaaaat gttgcaactg agttagcaaa gagcaaacat 
480 

gctcttattt gggctcaacg aaaagaaaat gagtcttcct ctttaattaa agatctgacc 
540 

tgtatggtaa aggaacaaaa aacaaaactg gcagaagttt ctaaattgaa acaagaaaca 
600 

gcagcaaatt tacagaatca aatcaacacc cttgaaattt taattgaaga tgacaagcag 
660 

aagagtattc aaatagaact tctcaagcac gaaaaagtcc agcttatttc tgagctagca 
720 

gccaaggaat cactaatatt tggtttaagg acagaaagaa aagtatgggg acatgagctg 
780 

gcacaacaag gatcttctct agcccaaaat cgtggaaaat tggaggctca aattgagagt 
840 

ttatctagag agaatgaatg tctgcgaaag acaaatgaaa gtgatagtga tgcattaaga 
900 

ataaagtgca aaatcataga cgaccaaact gaaactatta gaaaattaaa agattgttta 
960 

caagaaaaag atgaacacat caaaagatta caagaaaaga tcacagaaat agaaaaatgc 
1020 

actcaagaac aacttgatga aaaatcttca caactggatg aggtacttga gaagttggaa 
1080 

aggcacaatg aaagaaaaga aaaactaaaa caacagttga aaggaaagga agtagaactt 
1140 

gaagaaatca gaaaagctta cagtacactg aatcggaagt ggcatgataa aggagaactt 
1200 

ctatgtcatc ttgaaacaca agtaaaagaa gtgaaagaaa aatttgaaaa caaggaaaag 
1260 

aaacttaaag cggaaagaga caaaagtatt gaactacaaa agaatgcaat ggaaaaactt 
1320 
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catagtatgg atgatgcctt taaaagacaa gttgatgcaa ttgttgaagc tcatcaagct 
1380 

gaaatagcac agctggccaa tgaaaagcag aagtgtattg attctgcaaa tttaaaggtc 
1440 

catcaaattg aaaaagaaat gcgtgaactt ttggaagaaa catgcaagaa caaaaaaaca 
ISOOaaattaagca acttgctttt gctttaaatg aaattcagca agatatgtga 1561 
tggttctgag aatgaattta attgaaatag accagcagac ctattgtaaa aatgattaaa 
1620 

tattgtaata gtagtaactg ctatgacttt gaaatgtctc tttctataca tttcattatg 
1680 

aatatatttt taaagacttt tgatcaagta tttattaatt gtataggttt tttataataa 
1740 

attgttgaca attttgtcta ttagaaaaaa ctaaaaaaaa aa 
1782 


<210> 2916 
<211> 519 
<212> PRT 

<213 > Homo sapiens 


<400> 2916 


Gin 

Glu 

Asp 

His 

Leu 

Lys 

His 

Leu 

1 




“ 5 




Lys 

Met 

Glu 

Arg 

Gin 

Lys 

Arg 

Gin 




20 





He 

Gin 

Glu 

Val 

Glu 

Leu 

Lys 

Ala 



35 





40 

Leu 

Leu 

Arg 

Thr 

Ser 

Leu 

His 

Arg 


50 





55 


His 

Gin 

Leu 

Leu 

Ala 

Leu 

Lys 

Glu 

65 





70 



Thr 

Arg 

Glu 

Phe 

Phe 

Thr 

Asp 

Ala 





85 




Glu 

lie 

Ala 

Lys 

Glu 

Glu 

Lys 

Lys 




100 





Gin 

Glu 

Lys 

lie 

Asp 

Val 

Leu 

Ser 



115 





120 

Glu 

Phe 

Arg 

lie 

Ala 

Leu 

Thr 

val 


130 





135 


Lys Asp 

Gly 

Phe 

Glu 

Asn 

Val 

Ala 

145 





150 



Ala 

Leu 

lie 

Trp 

Ala 

Gin 

Arg 

Lys 





165 




Lys 

Asp 

Leu 

Thr Cys 

Met 

Val 

Lys 




180 





Val 

Ser 

Lys 

Leu 

Lys 

Gin 

Glu 

Thr 



195 





200 

Asn 

Thr 

Leu 

Glu 

lie 

Leu 

lie 

Glu 


210 





215 


lie 

Glu 

Leu 

Leu 

Lys 

His 

Glu 

Lys 

225 





230 



Ala 

Lys 

Glu 

Ser 

Leu 

lie 

Phe 

Gly 





245 




Gly His 

Glu 

Leu 

Ala 

Gin 

Gin 

Gly 


Arg 

Thr 

Leu 

Glu 

Lys 

Thr 

Leu 

Glu 


10 





15 


Gin 

Gin 

Ala 

Ala 

Gin 

lie 

Arg 

Leu 

25 





30 



Ser 

Ala 

Ala 

Asp 

Arg 

Glu 

lie 

Tyr 





45 




Glu Arg 

Glu 

Gin 

Ala 

Gin 

Gin 

Leu 




60 





Gin 

Glu 

His 

Arg 

Lys 

Glu 

Leu 

Glu 



75 





80 

Asp 

Phe 

Gin 

Asp 

Ala 

Leu 

Ala 

Lys 


90 





95 


His 

Glu 

Gin 

Met 

lie 

Lys 

Glu 

Tyr 

105 





110 



Gin 

Gin 

Tyr 

Met 

Asp 

Leu 

Glu 

Asn 





125 




Glu 

Ala 

Arg 

Arg 

Phe 

Gin 

Asp 

Val 




140 





Thr Glu 

Leu 

Ala 

Lys 

Ser 

Lys 

His 



155 





160 

Glu 

Asn 

Glu 

Ser 

Ser 

Ser 

Leu 

lie 


170 





175 


Glu 

Gin 

Lys 

Thr 

Lys 

Leu 

Ala 

Glu 

185 





190 



Ala 

Ala 

Asn 

Leu 

Gin 

Asn 

Gin 

lie 





205 




Asp 

Asp 

Lys 

Gin 

Lys 

Ser 

lie 

Gin 




220 





Val 

Gin 

Leu 

lie 

Ser 

Glu 

Leu 

Ala 



235 





240 

Leu Arg 

Thr 

Glu 

Arg 

Lys 

Val 

Trp 


250 





255 


Ser 

Ser 

Leu 

Ala 

Gin 

Asn 

Arg 

Gly 
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260 





265 



Lys 

Leu 

Glu 

Ala 

Gin 

lie 

Glu 

Ser 

Leu 

Ser 

Arg 


275 





280 




Arg 

Lys 

Thr 

Asn 

Glu 

Ser 

Asp 

Ser 

Asp 

Ala 

Leu 


290 





295 





He 

lie 

Asp 

Asp 

Gin 

Thr 

Glu 

Thr 

lie 

Arg 

Lys 

305 





310 





315 

Gin 

Glu 

Lys 

Asp 

Glu 

His 

lie 

Lys 

Arg 

Leu 

Gin 





325 





330 


lie 

Glu 

Lys 

Cys 

Thr 

Gin 

Glu 

Gin 

Leu Asp 

Glu 




340 





345 



Asp 

Glu 

Val 

Leu 

Glu Lys 

Leu 

Glu Arg 

His 

Asn 



355 





360 




Leu 

Lys 

Gin 

Gin 

Leu 

Lys 

Gly 

Lys 

Glu 

Val 

Glu 


370 





375 





Lys 

Ala 

Tyr 

Ser 

Thr 

Leu 

Asn 

Arg 

Lys 

Trp 

His 

385 





390 





395 

Leu 

Cys 

His 

Leu 

Glu 

Thr 

Gin 

Val 

Lys 

Glu 

Val 





405 





410 


Asn 

Lys 

Glu 

Lys 

Lys 

Leu 

Lys 

Ala 

Glu Arg 

Asp 




420 





425 



Gin 

Lys 

Asn 

Ala 

Met 

Glu 

Lys 

Leu 

His 

Ser 

Met 



435 





440 




Arg 

Gin 

Val 

Asp 

Ala 

lie 

Val 

Glu 

Ala 

His 

Gin 


450 





455 





Leu 

Ala 

Asn 

Glu 

Lys 

Gin 

Lys 

Cys 

lie 

Asp 

Ser 

465 





470 





475 

His 

Gin 

lie 

Glu 

Lys 

Glu 

Met 

Arg 

Glu 

Leu 

Leu 





485 





490 


Asn 

Lys 

Lys 

Thr 

Met 

Glu 

Ala 

Lys 

lie 

Lys 

Gin 




500 





505 



Asn 

Glu 

He 

Gin 

Gin 

Asp 

Met 







515 










<210> 2917 

<211> 2636 

<212 > DNA 

<213 > Homo sapiens 

< 4 0 0 > 2917 

ncctgcgtgt gccaccgctg gttccagccg gccatcccct 
60 

aacgaggccc tggcgcgggt gcagcggnct gtgcagatgg 
120 

gaactgacca agcacagcac atcagcggtg gatctatcca 
180 

cacactgccc ggcagctgga ctggccagac ccagaggagg 
240 

tttgtggagg acacctgtcg cctggccctg gtgtactgca 
300 

cgcgagctct cttcaggcca gaaggaccaa ggccaggcag 
360 

gtgaatgaca tggagcagct gcggctggtg atcggcaagt 
420 


270 

Glu Asn Glu Cys Leu 
285 

Arg lie Lys Cys Lys 
300 

Leu Lys Asp Cys Leu 
320 

Glu Lys lie Thr Glu 
335 

Lys Ser Ser Gin Leu 
350 

Glu Arg Lys Glu Lys 
365 

Leu Glu Glu lie Arg 
380 

Asp Lys Gly Glu Leu 
400 

Lys Glu Lys Phe Glu 
415 

Lys Ser lie Glu Leu 
430 

Asp Asp Ala Phe Lys 
445 

Ala Glu lie Ala Gin 
460 

Ala Asn Leu Lys Val 
480 

Glu Glu Thr Cys Lys 
495 

Leu Ala Phe Ala Leu 
510 


cctggctgca gaagacgtac 
atgagctggt gcccctgggt 
ctngctttgc ccagatcagc 
ccttcatgat taccgtcaag 
gccttataaa ggcccgggcc 
ccaacatgct gtgtgtggtg 
tgcccgccca gctggcatgg 
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gaggccctgg agcagcgggt 
480 

catgcccagc tgcagagcgc 
540 

accctggccg agcagttgga 
600 

agggagtctg tcctgcctga 
660 

ctttgctaca tgaacaccaa 
720 

tggacccaca cactcacagt 
780 

gcttccaaca ggctgaagat 
840 

tgtggcctgc cacccaaggc 
900 

gagctgcagg cggcctccag 
960 

cagcaggcag aaaccacctc 
1020 

gcctctgagc agaagctgcg 
1080 

tccaatggct ccagcgaccc 
1140 

gagctggccg cccgggagac 
1200 

acctttgaat tcctggtgcc 
1260 

accgtgctgg actacgacac 
1320 

ctgcgtgagg tgcccgggct 
1380 

ctgcccctca cgtaccccgc 
1440 

aagggtgacc gagaagccca 
1500 

tcccagcatg ccttgcggcc 
1560 

cggtggggac: ttgcaagggc 
1620 

ctccagcctg gcctaacact 
1680 

cccctgcctc ccatggtgat 
1740 

tccagccctg gctgcaatgt 
1800 

ctgcccgcct ctcagaaaag 
1860 

ccctggccca tctgcctcct 
1920 

ctgggaccag ggctacaggc 
1980 

atgaggctcc agctgccctg 
2040 


aggggccgtg ctggagcagg 
gctggccggg ctgggccatg 
ggtgggcatc gccaagcaca 
ggatgccatt ctgcccctga 
cttggtgcag gagaacttca 
gctggtggag gcggccgcct 
tgccctgcag aacctggaga 
cctgcacact gccaccttcc 
ccgggaactc atccggaagt 
tgaggagctg ggggctgtga 
tgtggagctg ctcagcgcct 
ctttgtccag ctgaccttgg 
ccagaagcac aagaaggacc 
tgctgagccg tgccgcaagg 
gctgggggcc gacgacctgg 
gagtggctct gaggagcctg 
acccaacggg gacccaatcc 
ggtctttgtg aggctgcggc 
ggcaccgtag ccgtagaggt 
cttcctgtag ggtctggggc 
tggggagecc cagcatgcgg 
gggggctcag cagcgacatc 
ctctaccaca tcccagcacc 
ctgctgtggt gggcagggga 
ggccttcctg ttccagccac 
acagagtctc ctggaaaagg 
SSgsgagggt ggtggccatt 


ggcagctgca gaacacgctg 
agatccgcac tggcgtccgc 
tccagaaact ggtgggcgtc 
tgaagttcct ggaggtggag 
gcagcctcct gaccctgctc 
cccagcgcag ctcatccctg 
tctgcttcca cgctgagggc 
aggctctgca gagggacctg 
acttctgcag ccgaatccag 
cagtcaaggc ctcctaccgc 
ccagcctgct gcccctggac 
agcccaggca tgagttccct 
ttcacccatt gtttgatgag 
ctggggcatg cctcctgctc 
aaggcgaggc cttcctgccg 
gtgaggtgcc tcagacccgc 
tgcagctgct ggagggccgg 
ggcaccgggc caagcaggcc 
ttgcggtggg gctgggtccc 
ttccccgcca catcgcggcc 
agtgcccaga gtgcagacct 
tctactcccg cctccctgcc 
agggggagca aaccctgccc 
ttgggccatc tgtctcctgg 
tggggtgggg gccaggttca 
gagaggggac cctgccaaag 
actagagggg gcctgggtcc 
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tctccccagg ggctgccagc 
2100 

tgagggagca agagctggca 
2160 

agtttggctg ctgtgtctgt 
2220 

ctttcttagc aaaaaaatta 
2280 

ctacagtggg gcctggaatg 
2340 

actttgagta ccgccacctt 
2400 

gaggcagagg cagggctagg 
2460 

ggcataccag ttcctgtggt 
2520 

gagcaggggc ctccccaggg 
2580 


atccaggcca ggaagcctgg 
ggcggcaggg ctggcacaga 
gcgcacgccc cctccccgga 
ataaaaacaa atccattgtc 
cgagccaggc cgggtagctt 
ggggtagcta caaagcaggg 
gtgatttttg gccgtgggct 
gacacccagg acagggaccc 
tgcaggttga ggcctgaggg 


agccaagaac cttctggctc 
cagacggaag cagaaaggac 
cagcacctgc cacctagaaa 
ctcttaaaat atcctttggc 
cctcctccag ccctcagggg 
gggtaggtgt ggaaataact 
ttgaataaat tgctttacca 
gttcctcggg ggagcacagt 
ctgctcttga gacagtaggg 


cgtagaggaa ctgggtcctt cccctccctg gggggtcaaa acctgagcct gggctg 
2636 


sapiens 


<210> 2918 
<211> 509 
<212> PRT 
<213 > Homo 

<400> 2918 


Xaa 

1 

Cys 

Val 

Cys 

Gin 

Lys 

Thr 

Tyr 

20 

Met 

Asp 

Glu 

3S 

Leu 

Ala 

Val 

50 

Asp 

Leu 

Gin 

65 

Leu 

Asp 

Trp 

Phe 

Val 

Glu 

Asp 

Lys 

Ala 

Arg 

Ala 

100 

Ala 

Ala 

Asn 

115 

Met 

Leu 

Val 

130 

lie 

Gly 

Gin Arg 
145 

Val 

Gly 

His 

Ala 

Gin 

Leu 

Thr Gly 

Val 

Arg 

180 

His 

He 

Gin 

195 

Lys 

Ala 

lie 

Leu 

Pro 


His 

Arg 

Trp 

Phe 

5 




Asn 

Glu 

Ala 

Leu 

Val 

Pro 

Leu 

Gly 




40 

Ser 

Thr 

Xaa 

Phe 



55 


Pro 

Asp 

Pro 

Glu 


70 



Thr 

Cys 

Arg 

Leu 

85 




Arg 

Glu 

Leu 

Ser 

Leu 

Cys 

Val 

Val 




120 

Lys 

Leu 

Pro 

Ala 



135 


Ala 

Val 

Leu 

Glu 


150 



Gin 

Ser 

Ala 

Leu 

165 




Thr 

Leu 

Ala 

Glu 

Leu 

val 

Gly 

Val 




200 

Leu 

Met 

Lys 

Phe 


Gin 

Pro 

10 

Ala 

lie 

Ala 

25 

Arg 

Val 

Gin 

Glu 

Leu 

Thr 

Lys 

Ala 

Gin 

He 

Ser 

60 

Glu 

Ala 

Phe 

75 

Met 

Ala 

Leu 

90 

Val 

Tyr 

Ser 

105 

Gly 

Gin 

Lys 

Val 

Asn 

Asp 

Met 

Gin 

Leu 

Ala 

Trp 

140 

Gin 

Gly 

Gin 

155 

Leu 

Ala 

Gly 

170 

Leu 

Gly 

Gin 

185 

Leu 

Glu 

Val 

Arg 

Glu 

Ser 

Val 

Leu 

Glu 

Val 

Glu 


Pro 

Ser 

Trp 

Leu 

- 


15 


Arg 

Xaa 

Val 

Gin 

His 

30 

Ser 

Thr 

Ser 

45 

His 

Thr 

Ala 

Arg 

lie 

Thr 

Val 

Lys 

Cys 

Ser 

Leu 

80 

lie 

Asp 

Gin 

95 

Gly 

Gin 

Glu 

110 

Gin 

Leu 

Arg 

125 

Glu 

Ala 

Leu 

Glu 

Gin 

Asn 

Thr 

Leu 

His 

Glu 

lie 

160 

Arg 

Gly 

lie 

175 

Ala 

Lys 

Leu 

190 

Pro 

Glu 

Asp 

205 

Leu 

Cys 

Tyr 

Met 
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210 





215 





220 





Asn 

Thr 

Asn 

Leu 

Val 

Gin 

Glu 

Asn 

Phe 

Ser 

Ser 

Leu 

Leu 

Thr 

Leu 

Leu 

225 





230 





235 





240 

Trp 

Thr 

His 

Thr 

Leu 

Thr 

Val 

Leu 

Val 

Glu 

Ala 

Ala 

Ala 

Ser 

Gin 

Arg 




245 





250 





255 


Ser 

Ser 

Ser 

Leu 

Ala 

Ser 

Asn 

Arg 

Leu 

Lys 

lie 

Ala 

Leu 

Gin 

Asn 

Leu 




260 





265 





270 



Glu 

He 

Cys 

Phe 

His 

Ala 

Glu 

Gly 

Cys 

Gly 

Leu 

Pro 

Pro 

Lys 

Ala 

Leu 



275 





280 





285 




His 

Thr 

Ala 

Thr 

Phe 

Gin 

Ala 

Leu 

Gin 

Arg 

Asp 

Leu 

Glu 

Leu 

Gin 

Ala 


290 





295 





300 





Ala 

Ser 

Ser 

Arg 

Glu 

Leu 

lie 

Arg 

Lys 

Tyr 

Phe 

Cys 

Ser 

Arg 

lie 

Gin 

305 





310 





315 





320 

Gin 

Gin 

Ala 

Glu 

Thr 

Thr 

Ser 

Glu 

Glu 

Leu 

Gly 

Ala 

Val 

Thr 

Val 

Lys 





325 





330 





335 


Ala 

Ser 

Tyr 

Arg 

Ala 

Ser 

Glu 

Gin 

Lys 

Leu 

Arg 

Val 

Glu 

Leu 

Leu 

Ser 




340 





345 





350 



Ala 

Ser 

Ser 

Leu 

Leu 

Pro 

Leu 

Asp 

Ser 

Asn 

Gly 

Ser 

Ser 

Asp 

Pro 

Phe 



355 





360 





365 




Val 

Gin 

Leu 

Thr 

Leu 

Glu 

Pro 

Arg 

His 

Glu 

Phe 

Pro 

Glu 

Leu 

Ala 

Ala 


370 





375 





380 





Arg 

Glu 

Thr 

Gin 

Lys 

His 

Lys 

Lys 

Asp 

Leu 

His 

Pro 

Leu 

Phe 

Asp 

Glu 

385 





390 





395 





400 

Thr 

Phe 

Glu 

Phe 

Leu 

Val 

Pro 

Ala 

Glu 

Pro 

Cys 

Arg 

Lys 

Ala 

Gly 

Ala 





405 





410 





415 


Cys 

Leu 

Leu 

Leu 

Thr 

Val 

Leu 

Asp 

Tyr 

Asp 

Thr 

Leu 

Gly 

Ala 

Asp 

Asp 



420 





425 





430 



Leu 

Glu 

Gly 

Glu 

Ala 

Phe 

Leu 

Pro 

Leu 

Arg 

Glu 

Val 

Pro 

Gly 

Leu 

Ser 



435 





440 





445 




Gly Ser 

Glu 

Glu 

Pro 

Gly 

Glu 

Val 

Pro 

Gin 

Thr 

Arg 

Leu 

Pro 

Leu 

Thr 


450 





455 





460 





Tyr 

Pro 

Ala 

Pro 

Asn 

Gly 

Asp 

Pro 

lie 

Leu 

Gin 

Leu 

Leu 

Glu 

Gly 

Arg 

465 





470 





475 





480 

Lys Gly 

Asp 

Arg 

Glu 

Ala 

Gin 

Val 

Phe 

Val 

Arg 

Leu 

Arg 

Arg 

His 

Arg 





485 





490 





4 95 


Ala 

Lys 

Gin 

Ala 

Ser 

Gin 

His 

Ala 

Leu 

Arg 

Pro 

Ala 

Pro 







500 





505 









<210> 2919 

<211> 455 

<212> DNA 

<213 > Homo sapiens 

<400> 2919 

ggatcctcct gctcactgtt taaggagggg acagagtagc tccagggtgg gagctccacg 
60 

tttccacagt cttctacgct catcaggggc agcgccgccc ggcacagctg gagaataata 
120 

aggactagct ttggagacgg gcgttggtca agcagcaggg agaggagttt ggacacacaa 
180 

gctggctggc tcaggatggc tttacctatg tggctccttg agagatcatt gagaagacta 
240 

aggacatcct ggagcgcgtc attcccagca gcctggttgc cacagcactc tgtggctcgg 
300 
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gcaagatggt tagtgagaag gctggacacc tgccgggcca gacctgagtg cacagcctct 
360 

gtggagccac cttcctcttt ttcccactca aaacaacgga tggcaagcac ctggaaggca 
420 

gcccaagcca tggtggccac cttctgcttc ttggt 
455 

<210 > 2920 
<211> 143 
<212 > PRT 

<213 > Homo sapiens 
<400> 2920 


Met Ala 

Trp 

Ala 

Ala 

Phe 

Gin 

val 

Leu 

Ala 

lie 

Arg 

Cys 

Phe 

Glu 

Trp 

1 



5 





10 





15 


Glu Lys 

Glu 

Glu 

Gly Gly 

Ser 

Thr 

Glu 

Ala 

Val 

His 

Ser 

Gly Leu 

Ala 



20 





25 





30 



Arg Gin 

Val 

Ser 

Ser 

Leu 

Leu 

Thr 

Asn 

His 

Leu 

Ala 

Arg 

Ala 

Thr 

Glu 


35 





40 





45 




Cys Cys 

Gly 

Asn 

Gin 

Ala 

Ala 

Gly Asn 

Asp 

Ala 

Leu 

Gin 

Asp 

Val 

Leu 

50 





55 





60 





Ser Leu 

Leu 

Asn 

Asp 

Leu 

Ser 

Arg 

Ser 

His 

lie 

Gly 

Lys 

Ala 

lie 

Leu 

65 




70 





75 





80 

Ser Gin 

Pro 

Ala 

Cys 

Val 

Ser 

Lys 

Leu 

Leu 

Ser 

Leu 

Leu 

Leu Asp 

Gin 




85 





90 





95 


Arg Pro 

Ser 

Pro 

Lys 

Leu 

Val 

Leu 

He 

lie 

Leu 

Gin 

Leu 

Cys 

Arg 

Ala 



100 





105 





110 



Ala Leu 

Pro 

Leu 

Met 

Ser 

Val 

Glu 

Asp 

Cys 

Gly 

Asn 

Val 

Glu 

Leu 

Pro 


115 





120 





125 




Pro Trp 

Ser 

Tyr 

Ser 

Val 

Pro 

Ser 

Leu 

Asn 

Ser 

Glu 

Gin 

Glu 

Asp 



130 135 140 


<210> 2921 
<211> 1855 
<212> DNA 

<213> Homo sapiens 
<400> 2921 

gggcccggag cggggccttg gaggcccagc ccgcgcggcg acgtctccgc gtggcgtcac 
60 

ggcaccgact gacggccacc caccatggcc gcagaccagc gcccgaaggc cgacacgctg 
120 

gccctgaggc aacggctcat cagctcttcc tgcagactct tttttcccga ggatcctgtt 
180 

aagattgtc c gggcccaagg gcagtacatg tacgatgaac agggggcaga atacatcgat 
240 

tgcatcagca atgtggcgca cgttgggcac tgccaccctc tcgtggtcca agcagcacat 
300 

gagcagaacc aggtgctcaa caccaacagc cggtacctgc atgacaacat cgtggactat 
360 

gcgcagaggc tgtcagagac cctgccggag cagctctgtg tgttctattt cctgaattct 
420 

gggtcagaag ccaatgacct ggccctgagg ctggctcgcc actacacggg acaccaggac 
480 
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gtggtggtat tagatcatgc gtatcacggc cacctgagct ccctgattga catcagtccc 
540 

tacaagttcc gcaacctgga tggccagaag gagtgggtcc acgtggcacc tctcccagac 
600 

acctaccggg gcccctaccg gnngaggacc accccaaccc agctatggnc ctatgccaac 
660 

gaggtgaaac gtgtggtcag cagtgcacag gagaagggca ggaagattgc agccttcttc 
720 

gctgagtctc tgcccagtgt gggagggcag atcattcccc ctgctggcta cttctcccaa 
780 

gtggcagagc acatccgcaa ggccggaggg gtctttgttg cagatgagat ccaggttggc 
840 

tttggccggg taggcaagca cttctgggcc ttccagctcc agggaaaaga cttcgtccct 
900 

gacatcgtca ccatgggcaa gtccattggc aacggccacc ctgttgcctg cgtggccgca 
960 

acccagcctg tggcgagggc atttgaagcc accggcgttg agtacttcaa cacgtttggg 
1020 

ggcagcccag tgtcctgcgc tgtggggctg gccgtcctga atgtcttgga gaaggagcag 
1080 

ctccaggatc atgccaccag tgtaggcagc ttcctgatgc agctcctctg gcagcaaaaa 
1140 

atcagacatc ccatcgtcgg ggatgtcagg ggtgttgggc tcttcattgg tgtggatctg 
1200 

atcaaagatg aggccacaag gacaccagca actgaagagg canntgtcta cttggtatca 
1260 

aggctgaagg agaactacgt tttgctgagc actgatggcc ctgggaggaa catcctgaag 
1320 

tttaagcccc caatgtgctt cagcctggac aatgcacggc aggtggtggc aaagctggat 
1380 

gccattctga ctgacatgga agagaaggtg agaagttgtg aaacgctgag gctccagccc 
1440 

taagccagcc ctgctctgcc taagtgtact ccagaagaaa ctcatctcat ccaaatacac 
1500 

gctattgaga aggcgagcct gacctccctc ttacagataa agtcagcttt cagaggctca 
1560 

999^599999 gcctgcccga ggccataatg ctacccaccc cctcctccta accactggtc 
1620 

tgttggaata acccagatgt ctgcatcccc tcaagtcagt caatttcctt tctgtccact 
1680 

gggggtggaa tggggtaggg tgggatactt taaagtgctc ctgcttaaat aaattagacc 
174 0 

agaccagtgt atttctaaag aaaatcctga catgcacacc cattaaaaat agtacatttt 
1800 

acagtgtccc agtcatactt ttaattggca aattaaaata atgcaatctg aaaaa 
1855 

<210> 2922 
<211> 452 
<212> PRT 

<213 > Homo sapiens 
<400> 2922 

Met Ala Ala Asp Gin Arg Pro Lys Ala Asp Thr Leu Ala Leu Arg Gin 
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1 




5 





10 





15 


Arg 

Leu 

lie 

Ser 

Ser 

Ser 

Cys 

Arg 

Leu 

Phe 

Phe 

Pro 

Glu 

Asp 

Pro 

Val 




20 





25 





30 



Lys 

lie 

Val 

Arg 

Ala 

Gin 

Gly Gin 

Tyr 

Met 

Tyr 

Asp 

Glu 

Gin 

Gly 

Ala 



35 





40 





45 




Glu 

Tyr 

lie 

Asp 

Cys 

lie 

Ser 

Asn 

Val 

Ala 

His 

Val 

Gly 

His 

Cys 

His 


50 





55 





60 





Pro 

Leu 

val 

Val 

Gin 

Ala 

Ala 

His 

Glu 

Gin 

Asn 

Gin 

Val 

Leu 

Asn 

Thr 

65 





70 





75 





80 

Asn 

Ser 

Arg 

Tyr 

Leu 

His 

Asp 

Asn 

lie 

Val 

Asp 

Tyr 

Ala 

Gin 

Arg 

Leu 





85 





90 





95 


Ser 

Glu 

Thr 

Leu 

Pro 

Glu 

Gin 

Leu 

Cys 

Val 

Phe 

Tyr 

Phe 

Leu 

Asn 

Ser 




100 





105 





110 



Gly 

Ser 

Glu 

Ala 

Asn 

Asp 

Leu 

Ala 

Leu 

Arg 

Leu 

Ala 

Arg 

His 

Tyr 

Thr 



115 





120 





125 




Gly 

His 

Gin 

Asp 

Val 

Val 

Val 

Leu 

Asp 

His 

Ala 

Tyr 

His 

Gly 

His 

Leu 


130 





135 





140 





Ser 

Ser 

Leu 

lie 

Asp 

lie 

Ser 

Pro 

Tyr 

Lys 

Phe 

Arg 

Asn 

Leu 

Asp 

Gly 

145 





150 





155 





160 

Gin 

Lys 

Glu 

Trp 

Val 

His 

Val 

Ala 

Pro 

Leu 

Pro 

Asp 

Thr 

Tyr 

Arg 

Gly 





165 





170 





175 


Pro 

Tyr 

Arg 

Xaa 

Arg 

Thr 

Thr 

Pro 

Thr 

Gin 

Leu 

Trp 

Xaa 

Tyr 

Ala 

Asn 




180 





185 





190 



Glu 

Val 

Lys 

Arg 

Val 

Val 

Ser 

Ser 

Ala 

Gin 

Glu 

Lys 

Gly 

Arg 

Lys 

lie 



195 





200 





205 




Ala 

Ala 

Phe 

Phe 

Ala 

Glu 

Ser 

Leu 

Pro 

Ser 

Val 

Gly 

Gly 

Gin 

lie 

lie 


210 





215 





220 





Pro 

Pro 

Ala 

Gly 

Tyr 

Phe 

Ser 

Gin 

Val 

Ala 

Glu 

His 

lie 

Arg 

Lys 

Ala 

225 





230 





235 





240 

Gly 

Gly 

Val 

Phe 

Val 

Ala 

Asp 

Glu 

lie 

Gin 

Val 

Gly 

Phe 

Gly 

Arg 

Val 





245 





250 





255 


Gly 

Lys 

His 

Phe 

Trp 

Ala 

Phe 

Gin. 

Leu 

Gin 

Gly 

Lys 

Asp 

Phe 

Val 

Pro 




260 





265 





270 



Asp 

lie 

val 

Thr 

Met 

Gly 

Lys 

Ser 

lie 

Gly 

Asn 

Gly 

His 

Pro 

Val 

Ala 



275 





280 





285 




Cys 

Val 

Ala 

Ala 

Thr 

Gin 

Pro 

Val 

Ala 

Arg 

Ala 

Phe 

Glu 

Ala 

Thr 

Gly 

290 





295 





300 





Val 

Glu 

Tyr 

Phe 

Asn 

Thr 

Phe 

Gly Gly 

Ser 

Pro 

Val 

Ser 

Cys 

Ala 

Val 

305 





310 





315 





320 

Gly 

Leu 

Ala 

Val 

Leu 

Asn 

Val 

Leu 

Glu 

Lys 

Glu 

Gin 

Leu 

Gin 

Asp 

His 




325 





330 





335 


Ala 

Thr 

Ser 

Val 

Gly 

Ser 

Phe 

Leu 

Met 

Gin 

Leu 

Leu 

Trp 

Gin 

Gin 

Lys 




340 





345 





350 



He 

Arg 

His 

Pro 

lie 

Val 

Gly 

Asp 

Val 

Arg 

Gly 

val 

Gly 

Leu 

Phe 

lie 



355 





360 





365 




Gly 

Val 

Asp 

Leu 

lie 

Lys 

Asp 

Glu 

Ala 

Thr 

Arg 

Thr 

Pro 

Ala 

Thr 

Glu 


370 





375 





380 





Glu 

Ala 

Xaa 

Val 

Tyr 

Leu 

Val 

Ser Arg 

Leu 

Lys 

Glu 

Asn 

Tyr 

Val 

Leu 

385 





390 





395 





400 

Leu 

Ser 

Thr 

Asp 

Gly 

Pro 

Gly 

Arg 

Asn 

lie 

Leu 

Lys 

Phe 

Lys 

Pro 

Pro 





405 





410 





415 


Met 

Cys 

Phe 

Ser 

Leu 

Asp 

Asn 

Ala 

Arg 

Gin 

Val 

Val 

Ala 

Lys 

Leu 

Asp 




420 





425 





430 



Ala 

lie 

Leu 

Thr 

Asp 

Met 

Glu 

Glu 

Lys 

Val 

Arg 

Ser 

Cys 

Glu 

Thr 

Leu 
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435 

Arg Leu Gin Pro 
450 

<210> 2923 

<211> 572 

<212> DNA 

<213> Homo sapiens 

<400> 2923 

gcccctccag gagtcacaga 
60 

gtacaggagg gaccctgaaa 
120 

tggagcccct cccccgtggg 


440 


tgaggccccc gcagagactg 
atgtccttaa agcctcctcc 
accaccctcc ttccagcaaa 


445 


gtgattggtg accctgtcat 
atgtaagaaa ctggcaggcc 
atgccggcca agctcaagga 


180 

gaaacagcgt ttattgtgga ggggagctgg 
240 

cagccgcccc agcctcggct cc acccatag 
300 

gccttcagcc agcgttgggg cctcgaactg 
360 

cagcctggat catgtggccc agccagtgcc 
420 

tagccataca tgaccatgtc tgacacgggg 
480 

cggttgttgt ggcgcgcctg ctccagagtg 
540 

cccgcggctc gggcacactg gacgtacctg 
572 

<210> 2924 
<211> 91 
<212 > PRT 

<213 > Homo sapiens 


<4 00 > 2924 


Met Ser 
1 

Leu 

Lys 

Pro 

5 

Pro 

Pro 

Cys 

Leu Pro 

Arg 

Gly 

20 

Thr 

Thr 

Leu 

Leu 

Arg Arg 

Asn 

35 

Ser 

Val 

Tyr 

Cys 

Gly 

40 

Arg Arg 
50 

Thr 

Gly 

Ser 

Thr 

Ala 

55 

Ala 

Gly Thr 
65 

Gly 

Ser 

Pro 

Gly 

70 

Trp 

Gin 

Pro Arg 

Thr 

Ala 

Ser 

85 

Trp 

Gin 

Trp 


gcggggctca gcctcggaga actggcagta 
ccggaacggg atctccagga tggcagagaa 
cttcctggca gtggtgggaa cagtgaggga 
cctgccccct gctatcccca acagtacctg 
atatgagagg agtccgtcat ctctcgaaac 
gcggtgaaga ggaagcagcg gcaggggacg 
gc 


Lys 

Lys 

Leu 

Ala 

Gly 

Leu 

Glu 

Pro 


10 





15 


Pro 

Ala 

Lys 

Cys 

Arg 

Pro 

Ser 

Ser 

25 





30 



Gly Glu 

Leu Gly 

Gly 

Ala 

Gin 

Pro 





45 




Pro 

Ala 

Ser 

Ala 

Pro 

Pro 

He 

Ala 




60 





Arg 

Ser 

Leu 

Gin 

Pro 

Ala 

Leu Gly 


75 





80 

Trp 

Glu 

Gin 







90 


<210> 2925 

<211> 1999 

<212 > DNA 

<213> Homo sapiens 
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<4 00 > 2925 

ngcgcgccag gggggggctg 
60 

ggagctgcta ggatggagca 
120 

gctgccgaca gcactgagga 
180 

gataatgacg cagccgcgag 
240 

gatgtgttcg aggtggagaa 
300 

aaagttcgct ggaaaggcta 
360 

gaggactgta aagaagtgct 
420 

gcagtcagga aggatattca 
480 

gatagcgatc agcaaagtga 
540 

ttgaggcaga gagaagagaa 
600 

aagctaaaag acaagtccaa 
660 

ttaaggacaa agaaaagaat 
720 

aaaaaagatg aagtaaaaga 
780 

gatttaaaga cgaaaacaag 
840 

tttgtcgaat cccaggtgga 
900 

gatgacaatg aagggctaca 
960 

agagagagag cagggcagga 
1020 

gccatgagtg ctgaggagga 
1080 

aaggctgagg acactagaga 
1140 

aaaactgtgc ctaaaaagca 
1200 

aagctgatgc ctgtatctgc 
1260 

ggcctctggt ccacggactc 
1320 

gaaaaatatc agaaaaggca 
1380 

ggattaaaga cacttaagga 
1440 

gaaaaaaatg atgtttctga 
1500 

accatagacg atcacaaaac 
1560 


ctggggtgtt tgtcgcagcg 
ggttgcggag ggagcaaggg 
gttggccgaa gtcgaagaag 
aggagcggag gcctttggcg 
gatcctggac atgaagaccg 
tacatcggat gatgatacct 
tcttgaattt aggaagaaaa 
gagactatcc ttaaataacg 
gacaaaagaa gatacttccc 
aagcccagat gatctgaaaa 
accagacctg gagagctcct 
ttctgaagcc aaagaagaac 
aacaaaagaa ttaaagaaag 
agaagatccc aaagaaaata 
atctgaatca agtgtactta 
ttccgacagc agagaagaga 
catggggctg gagcatggct 
taccgatgtc agaggcagga 
gaacaggaag ctagagaaca 
gaggaatcaa gacagaagca 
ccaaacgcca aagggccgga 
agccgaggag gacaaagaaa 
tgattctgac aaggaagaaa 
aatcagaaat gcatttgatt 
gaataatcgg aaaagggaag 
caaggaaaac aaacagtcac 


ggctttcctc ggcggtttgc 
tgaccgcagt ccctgtgtca 
gagttggagt agtgggcgaa 
acagtgagga ggacggagag 
aggggggtaa agttctttac 
gggagcccga gattcacctg 
ttgcagagaa caaagccaaa 
acatatttga ggcgaactct 
caaagaagaa aaagaaaaaa 
agaaaaaagc aaaggccggg 
tggaaagttt agtttttgat 
taaaggagtc caaaaagccc 
ttaaaaaggg tgaaataaga 
gaaaaacaaa aaaagaaaaa 
atgattctcc ctttccagag 
aacaaaacac taagagtgca 
ttgagaagcc cctagacagt 
ggaaaaagaa gaccccgaga 
agaacgcttt cttagagaag 
aaagtgctgc agagttagag 
ggttgagcgg ggaagagaga 
ccaaaagaaa tgaatccaaa 
aaggcagaaa agagccaaaa 
tatttaaatt aactccagaa 
aaataccact ggattttaaa 
ttaaagaaag gagaaacacc 
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agagacgaaa cggatacttg ggcatacatt gctgcagaag gtgatcagga ggttttagac 
1620 

agcgtgtgcc aagcagatga gaattcaggt gagtttggaa tcattttgta gaatttttca 
1680 

aggtagtgca ccatattatt ttactgtact cttctctgta tttctgatct caacgatcaa 
1740 

aaaataatgg agtcgaagag tttatttgga tctcctgaat aaataacatt ttatattgaa 
1800 

gacgggtcat tctgtgactt ctcaatggat caaacaattt ttctgagttc ctataatgtt 
1860 

ctcagcacgt atagaaatta aaagatttct gattttctac cttacctact cttacctggc 
1920 

agccccattt tatatcttac tatttaatag atttctttca ggaaattatc aaatataaac 


1980 

ttatttgtat tttaccctt 
1999 

<210> 2926 
<211> 305 
<212> PRT 

<213 > Homo sapiens 


<400> 2926 


Lys 

Lys 

Val 

Lys 

Lys 

Gly 

Glu 

lie 

1 




5 




Glu Asp 

Pro 

Lys 

Glu 

Asn 

Arg 

Lys 




20 





Ser 

Gin 

Val 

Glu 

Ser 

Glu 

Ser 

Ser 



35 





40 

Glu Asp 

Asp 

Asn 

Glu Gly 

Leu 

His 


50 





55 


Asn 

Thr 

Lys 

Ser 

Ala 

Arg 

Glu 

Arg 

65 





70 



His 

Gly 

Phe 

Glu 

Lys 

Pro 

Leu 

Asp 





85 




Thr 

Asp 

Val 

Arg 

Gly Arg 

Arg 

Lys 




100 





Asp 

Thr 

Arg 

Glu 

Asn 

Arg 

Lys 

Leu 



115 





120 

Lys 

Lys 

Thr 

Val 

Pro 

Lys 

Lys 

Gin 


130 





135 


Ala 

Ala 

Glu 

Leu 

Glu 

Lys 

Leu 

Met 

145 





150 



Gly Arg 

Arg 

Leu 

Ser 

Gly 

Glu 

Glu 





165 




Ala 

Glu 

Glu 

Asp 

Lys 

Glu 

Thr 

Lys 




180 





Gin 

Lys 

Arg 

His 

Asp 

Ser 

Asp 

Lys 



195 





200 

Lys 

Gly 

Leu 

Lys 

Thr 

Leu 

Lys 

Glu 


210 





215 


Lys 

Leu 

Thr 

Pro 

Glu 

Glu 

Lys 

Asn 

225 





230 



Arg 

Glu 

Glu 

He 

Pro 

Leu 

Asp 

Phe 


Arg 

Asp 

Leu 

Lys 

Thr 

Lys 

Thr 

Arg 


10 





15 


Thr 

Lys 

Lys 

Glu 

Lys 

Phe 

Val 

Glu 

25 





30 



Val 

Leu 

Asn 

Asp 

Ser 

Pro 

Phe 

Pro 





45 




Ser 

Asp 

Ser 

Arg 

Glu 

Glu 

Lys 

Gin 




60 





Ala 

Gly 

Gin 

Asp 

Met 

Gly 

Leu 

Glu 



75 





80 

Ser 

Ala 

Met 

Ser 

Ala 

Glu 

Glu 

Asp 


90 





95 


Lys 

Lys 

Thr 

Pro 

Arg 

Lys 

Ala 

Glu 

105 





110 



Glu 

Asn 

Lys 

Asn 

Ala 

Phe 

Leu 

Glu 





125 




Arg 

Asn 

Gin 

Asp 

Arg 

Ser 

Lys 

Ser 




140 





Pro 

Val 

Ser 

Ala 

Gin 

Thr 

Pro 

Lys 



155 





160 

Arg Gly 

Leu 

Trp 

Ser 

Thr 

Asp 

Ser 


170 





175 


Arg 

Asn 

Glu 

Ser 

Lys 

Glu 

Lys 

Tyr 

185 





190 



Glu 

Glu 

Lys 

Gly 

Arg 

Lys 

Glu 

Pro 





205 




lie Arg 

Asn 

Ala 

Phe 

Asp 

Leu 

Phe 




220 





Asp 

Val 

Ser 

Glu 

Asn 

Asn 

Arg 

Lys 



235 





240 

Lys 

Thr 

He 

Asp 

Asp 

His 

Lys 

Thr 
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245 250 255 

Lys Glu Asn Lys Gin Ser Leu Lys Glu Arg Arg Asn Thr Arg Asp Glu 
260 265 270 


Thr Asp Thr Trp Ala Tyr lie Ala Ala Glu Gly Asp Gin Glu Val Leu 
275 280 285 

Asp Ser Val Cys Gin Ala Asp Glu Asn Ser Gly Glu Phe Gly lie lie 


290 

Leu 

305 

<210> 2927 
<211> 1084 
<212> DNA 
<213 > Homo 

<400> 2927 

sapiens 

295 


300 


nnctcgagtt 

60 

tcgctgggct 

acggagcaca 

aaggtccggg 

cgggccattc 

gggatgtcgt 

aggcggccct 

120 

gggatgtgag 

gggcctgcgg gatctgtccc 

tgaggcctgc 

cactttttct 

ggtgttaact 

180 

gtctggccta 

tgatgaagcc 

atcatggctc 

agcaggaccg 

aattcagcaa 

gagattgctg 

240 

tgcagaaccc 

tctggtgtca 

gagcggctgg 

agctctcggt 

cctatacaag 

gagtatgctg 

300 

aagatgacaa 

catctatcaa 

cagaagatca 

aggacctcca 

caaaaagtac 

tcgtacatcc 

360 

gcaagaccag 

gcctgacggc 

aactgtttct 

atcgggcttt 

cggattct cc 

cacttggagg 

420 

cactgctgga 

tgacagcaag 

gagttgcagc 

ggttcaaggc 

tgtgtctgcc 

aagagcaagg 

480 

aagacctggt 

gtcccagggc 

ttcactgaat 

tcacaattga 

ggatttccac 

aacacgttca 

540 

tggacctgat 

tgagcaggtg 

gagaagcaga 

cctctgtcgc 

cgacctgctg 

gcctccttca 

600 

atgaccagag 

cacctccgac 

taccttgtgg 

tctacctgcg 

gctgctcacc 

tcgggctacc 

660 

tgcagcgcga 

gagcaagttc 

ttcgagcact 

tcatcgaggg 

tggacggact 

gtcaaggagt 

720 

tctgccagca 

ggaggtggag 

cccatgtgca 

aggagagcga 

ccacatccac 

atcattgcgc 

780 

tggcccaggc 

cctcagcgtg 

tccatccagg 

tggagtacat 

ggaccgcggc 

gagggcggca 

840 

ccaccaatcc 

gcacatcttc 

cctgagggct 

ccgagcccaa 

ggtctacctt 

ctctaccggc 

900 

ctggacacta 

cgatatcctc 

tacaaatagg 

gctggctcca 

gcccgctgct 

gccctgctgc 

960 

ccccctctgc 

caggcgctag 

acatgtacag 

aggtttttct 

gtggttgtaa 

atggtcctat 

1020 

ttcaccccct 

tcttcctgtc 

acatgacccc 

cccccatgtt 

ttattaaagg 

gggtgctggt 

1080 

aaaa 

1084 

ggtgaaaaaa 

aaaaaaaaaa 

aaaaaaaaaa 

aaaaaaaaaa 

aaaaaaaaaa 
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<210> 2928 
<211> 292 
<212> PRT 

<213> Homo sapiens 


<400> 2928 


Xaa 

Ser 

Ser 

Phe 

Ala 

Gly 

Leu 

Arg 

Ser 

Thr 

Lys 

Val 

Arg 

Ala 

Gly 

His 

1 




5 





10 





15 


Ser Gly 

Cys 

Arg 

Arg 

Arg 

Pro 

Trp 

Asp 

Val 

Arg 

Gly 

Leu 

Arg 

Asp 

Leu 




20 





25 





30 



Ser 

Leu 

Arg 

Pro 

Ala 

Thr 

Phe 

Ser 

Gly 

Val 

Asn 

Cys 

Leu 

Ala 

Tyr 

Asp 



35 





40 





45 




Glu 

Ala 

lie 

Met 

Ala 

Gin 

Gin 

Asp 

Arg 

lie 

Gin 

Gin 

Glu 

lie 

Ala 

Val 


50 





55 





60 





Gin 

Asn 

Pro 

Leu 

Val 

Ser 

Glu 

Arg 

Leu 

Glu 

Leu 

Ser 

Val 

Leu 

Tyr 

Lys 

65 





70 





75 





80 

Glu Tyr 

Ala 

Glu 

Asp 

Asp 

Asn 

lie 

Tyr 

Gin 

Gin 

Lys 

lie 

Lys 

Asp 

Leu 





85 





90 





95 


His 

Lys 

Lys 

Tyr 

Ser 

Tyr 

lie 

Arg 

Lys 

Thr 

Arg 

Pro 

Asp 

Gly 

Asn 

Cys 




100 





105 





110 



Phe 

Tyr 

Arg 

Ala 

Phe 

Gly 

Phe 

Ser 

His 

Leu 

Glu 

Ala 

Leu 

Leu 

Asp 

Asp 



115 





120 





125 




Ser Lys 

Glu 

Leu 

Gin 

Arg 

Phe 

Lys 

Ala 

Val 

Ser 

Ala 

Lys 

Ser 

Lys 

Glu 


130 





135 





140 





Asp 

Leu 

Val 

Ser 

Gin 

Gly 

Phe 

Thr 

Glu 

Phe 

Thr 

lie 

Glu 

Asp 

Phe 

His 

145 





150 





155 





160 

Asn 

Thr 

Phe 

Met 

Asp 

Leu 

lie 

Glu 

Gin 

Val 

Glu 

Lys 

Gin 

Thr 

Ser 

Val 





165 





170 





175 


Ala Asp 

Leu 

Leu 

Ala 

Ser 

Phe 

Asn 

Asp 

Gin 

Ser 

Thr 

Ser 

Asp 

Tyr 

Leu 




180 





185 





190 



Val 

Val 

Tyr 

Leu 

Arg 

Leu 

Leu 

Thr 

Ser 

Gly 

Tyr 

Leu 

Gin 

Arg 

Glu 

Ser 



195 





200 





205 




Lys 

Phe 

Phe 

Glu 

His 

Phe 

lie 

Glu 

Gly 

Gly 

Arg 

Thr 

Val 

Lys 

Glu 

Phe 


210 





215 





220 





Cys 

Gin 

Gin 

Glu 

Val 

Glu 

Pro 

Met 

Cys 

Lys 

Glu 

Ser 

Asp 

His 

lie 

His 

225 





230 





235 





240 

He 

lie 

Ala 

Leu 

Ala 

Gin 

Ala 

Leu 

Ser 

Val 

Ser 

lie 

Gin 

Val 

Glu 

Tyr 





245 





250 





255 


Met 

Asp 

Arg 

Gly 

Glu 

Gly 

Gly Thr 

Thr 

Asn 

Pro 

His 

lie 

Phe 

Pro 

Glu 




260 





265 





270 



Gly Ser 

Glu 

Pro 

Lys 

Val 

Tyr 

Leu 

Leu 

Tyr Arg 

Pro 

Gly 

His 

Tyr 

Asp 



275 





280 





285 




lie 

Leu 

Tyr 

Lys 














290 


<210> 2929 

<211> 4920 

<212> DNA 

<213> Homo sapiens 

<4 00> 2929 

cggcgcccgc gggctgggag ccggggcccg caggtggaag cgcacccggg aggcgggccg 
60 
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gccggggctg gagcggctcg ggcgggctct tgacgctcag ccagcttcgc tccggcctcg 
120 

ggaaggcgcg cgtcccgccc tgacccgccg gcctctccca ccccagcagt gacgcgccgc 
180 

ctgggagctg gagcccgcgc agcgccccgc agggcgatgg acggccgaac cccgcgcccg 
240 

caggacgccc cagccaggag aaaaccaaaa gccaaggcac cacttcctcc agctgagacc 
300 

aaatatactg atgtctcttc agctgctgat tctgtagaat ccactgcttt catcatggaa 
360 

cagaaagaaa acatgataga taaagacgtt gaactctcag tggtcctacc tggggatatt 
420 

atcaaatcta ctactgttca tggcagtaaa cctatgatgg acttgttgat attcctttgt 
480 

gcacagtatc acttaaatcc atcaagttac acaatcgatc tgttgtcagc tgaacagaac 
540 

cacattaaat ttaagccaaa cacaccaata ggaatgttgg aggtagagaa ggtaatttta 
600 

aagccaaaaa tgttggataa gaaaaaacct acacctataa taccagagaa aactgtgaga 
660 

gtagtgatta attttaagaa aacacagaag accatagtga gagtgagtcc acatgcatcg 
720 

cttcaagagc ttgcccctat tatatgtagc aaatgtgagt ttgatccgtt gcatacacta 
780 

ttgttgaaag attatcaatc gcaggagcct cttgacttga caaaatctct taatgacctg 
840 

ggactaagag aattatatgc gatggatgtc aacagagagt cctgccaaat atcacaaaac 
900 

ctagatatta tgaaggagaa agaaaataaa gggtttttca gtttttttca acgcagtaag 
960 

aaaaagcgag accaaactgc aagtgcccct gcaacccctc tagtaaataa gcaccgccca 
1020 

acttttacaa ggtccaatac catttccaaa ccatatattt ccaacaccct gccgtcggat 
1080 

gcacccaaga agaggcgggc tccactgccc ccgatgccag catctcagag tgtcccccaa 
1140 

gaccttgcac acatccagga gaggcctgct tcttgtatag tgaaatccat gagcgtggat 
1200 

gagacagata agagtccctg tgaagcagga agagtgaggg caggttcact gcagctcagc 
1260 

agcatgtctg cagggaattc atctttgaga aggacaaagc gaaaagcacc ttccccaccc 
1320 

tccaaaatac ccccgcatca aagtgatgaa aatagtcgtg tgactgcctt acagccagta 
1380 

gatggagttc ctccagacag tgcttcagaa gcaaactctc ctgaggagct atccagccca 
1440 

gaaacctttc accctgggct ttccagtcag gagcagtgca ctgcgcccaa actgatggag 
1500 

gaaacctctg tctttgagtg ccctgggaca cctgaggcag ccataacatc attgacatct 
1560 

ggaataagct ctgattatag ccttgaagag atagatgaaa aggaagaact gagtgaagtg 
1620 

cctaaagttg aagctgaaaa tatttctccg aagtcacaag atattccttt tgtatctact 
1680 
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gatataataa atacactgaa 
1740 

ttctcacaaa actccatgga 
1800 

cacagtgtag tatatgatac 
1860 

aagtcgttgg gcccaaacca 
1920 

acagaagaca atatgaaaaa 
1980 

aaaaataaca acattgatat 
2040 

gatactgcta taagttacaa 
2100 

ctgaatcaac ccagtgcaga 
2160 

aacagttttg atgggaaaca 
2220 

gtgcaaactt caaataacaa 
2280 

gtaaatacct caagggaatt 
2340 

cttaccgtaa aagatccaat 
2400 

aggattgaca aaaattccac 
2460 

tacaatccca agccaaaacc 
2520 

atgactactt ataaaatagt 
2580 

gaaaccatag agtataaaga 
2640 

gagaatgtga aagaaactgc 
2700 

gagccactgc caaaccttaa 
2760 . 

tctgtgagct cacctgatga 
2820 

agagacactg gcacagctcc 
2880 

tcaaaattta aatctcgggc 
2940 

atgcagaaga gagtatcggg 
3000 

gcccctaatc ctgctccaaa 
3060 

tctccggagc agactctttc 
3120 

gttgaaaaaa ctgatgatga 
3180 

atagctccaa aacctgtgac 
3240 

ttgaaaactt ttggtgcccc 
3300 


aaatgatcct gactcagccc 
agaaaaacaa gaaactaaaa 
aagcaatgga aagaaggtag 
agagaatgtt caaaatgaaa 
tggagtgaag aaaacagaaa 
ggaagttgag agaccatcaa 
ggaaaaccat ctagcagctt 
aaagacaaaa gatgcagcaa 
ccaagatcat aatttatctg 
catatcaact caacactcat 
caggagtcaa ggcaccctaa 
ttgtgcacat ggtaatgatg 
tgcttcttac ctaaagaatt 
ttcaaatgaa attacacgag 
gcctcccaaa tccttggaaa 
tgatcaggac atgcatgctt 
catccaaaca gaagattctg 
accgaagcct aacctgagaa 
tgccatggtt agtcctctga 
ttttgcacca aatttggaag 
ttcaaatgcc caggccaaac 
tcactatgtg acatctgcag 
agaactgaca aataaagagg 
tcccttaagt aaaatgcctc 
tgtcatcggt caggctcctg 
aattcctgct agtcaggtat 
acgaccatac tcaagttctg 


ttggcaatgg tagtggagag 
gcacagatgg acaagaacca 
ttgacagtat aagaaacttg 
taattgtcta tccagagaac 
tcaatgtaga aggtgttgcc 
actctgaggc acatgaaact 
catcagtacc agatcaaaaa 
ttcagacaac cccttcttgt 
actccaaagt tgaagaatgt 
gcttaagttc acaagattct 
ttatacattc agaagatccg 
atcttttgcc tcctgtagat 
acccacttta tagacaggac 
agtatatacc caaaattggc 
tatcgaaaga ctggcaatca 
tagggaaaaa gcacactcat 
ctatttctga aagcccagaa 
cagagcatca agtgcccagt 
aacctgctcc caaaatgaca 
aaataaacaa tattttggaa 
ccagctcttt ttttttgcag 
ctgccaagag tgtccatgct 
cagaaaggga tatgctgcct 
actctgttcc acaacccctt 
ctgaagcctc ccctcctccc 
ccacacaaaa tctgaagact 
gtccttcacc gtttgctctt 
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gctgtagtga aaaggtcaca 
3360 

gcattggtcc aacctccagc 
3420 

gtggacatcc cacagcttgg 
3480 

aattcccaaa taccaactcc 
3540 

ttaacattcc aaagctctga 
3600 

tcgggagagg ctgctgccaa 
3660 

aatggaaggt caagactcag 
3720 

ttaccctgcc acaccactgc 
3780 

attttggcaa atgtatattc 
3840 

tgtgttgtgg cttttaatgc 
3900 

tttgatcttt tttttgcctt 
3960 

taaatgattt tcatttttta 
4020 

gcacattctc tacaatggtg 
4080 

atgacataca actaggacaa 
4140 

aatatttata agttatatga 
4200 

gataccaaat aagtatattc 
4260 

aagacttgcc ttgtgtattc 
4320 

catagtattt taatatttta 
4380 

attctacaat aattttaaat 
4440 

cacattttat gtgccagaag 
4500 

agttatttca catttgatat 
4560 

actttaaaga ctatttggaa 
4620 

atagtcatta tatagttcag 
4680 

ctaaaactgt taagcaaaac 
4740 

gcctgttggt gttctgtccc 
4800 

gttcaaacaa gatgatatta 
4860 

gggatttttt tttcaattta 
4920 


gtctttcagt aaagagcgca 
caacacagag gaagggaaga 
tgtgtctgat aaggaaaata 
aactgatggc ccatcattca 
cccagaacag atgcgacaga 
attgaaaagg gttaccattc 
ccattccatg tcccctgatg 
acttcacttc cacttcagac 
agatgtacac taatatatta 
cagaagaaaa gttaccagaa 
aagagttgaa tatgctgctt 
caaatgaaaa ataattcctt 
acttagacaa aagtataaga 
acatagatat gacatttgct 
aagcctgttt tgggctgaaa 
agttcaataa ttattttcaa 
tttatgtaat tacaaatcac 
ttaacatgga actcttgttt 
attttctgta tataattatg 
ccttaaacat ctttctgtga 
gtagagagga ataggggtta 
gttccagaaa ttctggtttt 
atgctaatat tctaagtaat 
aatgcccatt tgtcggctta 
tactttaaga atttaattgc 
aatttgtttt cactaaaact 
ataaaagcaa gttgtatatt 


ccgagtcacc tagtgccagt 
ctcattctgt aaataaattt 
actctgcaca taatgaacag 
ctgttatgag acaaagttct 
gtttgctgac tgcaatccgt 
catcaaatac aatatctgtg 
cccaggacgg ccattaaatg 
caacttcata ctaatggaac 
tctattaaaa tattagaatt 
tttataattt atagtaattt 
tagaacttta aaacaaggtg 
tgtattgatt tcacttacca 
ttcatagact ttatatttgt 
gcctcagtgt agcaattgga 
gaattattta gaaaactagt 
tgatgaatca cttagtgtga 
tgtcaatttt atgggaagct 
ttttaatctt tagaacttaa 
acattgtcac acagaaatta 
aaatgctgat atattgtgac 
gtttatgttt atattgaaaa 
aattcaagta aaatgataaa 
aatatatatt tacattgaag 
cagctcttcc ggagtctaga 
tcacttattc tgaaagcttt 
actgggatat ctgcctcttg 
tggggtgctt tttaaaatat 
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<210 > 2930 
<211> 1166 
<212> PRT 

<213> Homo sapiens 


<400> 2930 


Met 

Asp 

Gly 

Arg 

Thr 

Pro 

Arg 

Pro 

Gin 

Asp 

Ala 

Pro 

Ala 

Arg 

Arg 

Lys 

l 




5 





10 





15 


Pro 

Lys 

Ala 

Lys 

Ala 

Pro 

Leu 

Pro 

Pro 

Ala 

Glu 

Thr 

Lys 

Tyr 

Thr 

Asp 




20 





25 





30 



Val 

Ser 

Ser 

Ala 

Ala 

Asp 

Ser 

Val 

Glu 

Ser 

Thr 

Ala 

Phe 

lie 

Met 

Glu 



35 





40 





45 




Gin 

Lys 

Glu 

Asn 

Met 

lie 

Asp 

Lys 

Asp Val 

Glu 

Leu 

Ser 

Val 

Val 

Leu 


50 





55 





60 





Pro Gly 

Asp 

lie 

lie 

Lys 

Ser 

Thr 

Thr 

Val 

His 

Gly 

Ser 

Lys 

Pro 

Met 

65 





70 





75 





80 

Met 

Asp 

Leu 

Leu 

lie 

Phe 

Leu 

Cys 

Ala 

Gin 

Tyr 

His 

Leu 

Asn 

Pro 

Ser 





85 





90 





95 


Ser 

Tyr 

Thr 

lie 

Asp 

Leu 

Leu 

Ser 

Ala 

Glu 

Gin 

Asn 

His 

lie 

Lys 

Phe 



100 





105 





110 



Lys 

Pro 

Asn 

Thr 

Pro 

lie 

Gly 

Met 

Leu 

Glu 

Val 

Glu 

Lys 

val 

lie 

Leu 



115 





120 





125 




Lys 

Pro 

Lys 

Met 

Leu 

Asp 

Lys 

Lys 

Lys 

Pro 

Thr 

Pro 

lie 

lie 

Pro 

Glu 


130 





135 





140 





Lys 

Thr 

Val 

Arg 

Val 

Val 

lie 

Asn 

Phe 

Lys 

Lys 

Thr 

Gin 

Lys 

Thr 

lie 

145 





150 





155 





160 

Val 

Arg 

Val 

Ser 

Pro 

His 

Ala 

Ser 

Leu 

Gin 

Glu 

Leu 

Ala 

Pro 

lie 

lie 




165 





170 





175 


Cys 

Ser 

Lys 

Cys 

Glu 

Phe 

Asp 

Pro 

Leu 

His 

Thr 

Leu 

Leu 

Leu 

Lys 

Asp 




180 





185 





190 



Tyr Gin 

Ser 

Gin 

Glu 

Pro 

Leu 

Asp 

Leu 

Thr 

Lys 

Ser 

Leu 

Asn 

Asp 

Leu 



195 





200 





205 




Gly 

Leu 

Arg 

Glu 

Leu 

Tyr 

Ala 

Met 

Asp 

Val 

Asn 

Arg 

Glu 

Ser 

Cys 

Gin 


210 





215 





220 





He 

Ser 

Gin 

Asn 

Leu 

Asp 

lie 

Met 

Lys 

Glu 

Lys 

Glu 

Asn 

Lys 

Gly 

Phe 

225 





230 





235 





240 

Phe 

Ser 

Phe 

Phe 

Gin 

Arg 

Ser 

Lys 

Lys 

Lys 

Arg 

Asp 

Gin 

Thr 

Ala 

Ser 





245 





250 





255 


Ala 

Pro 

Ala 

Thr 

Pro 

Leu 

Val 

Asn 

Lys 

His 

Arg 

Pro 

Thr 

Phe 

Thr 

Arg 




260 





265 





270 



Ser 

Asn 

Thr 

lie 

Ser 

Lys 

Pro 

Tyr 

lie 

Ser 

Asn 

Thr 

Leu 

Pro 

Ser 

Asp 



275 





280 





285 




Ala 

Pro 

Lys 

Lys 

Arg 

Arg 

Ala 

Pro 

Leu 

Pro 

Pro 

Met 

Pro 

Ala 

Ser 

Gin 


290 





295 





300 





Ser 

Val 

Pro 

Gin 

Asp 

Leu 

Ala 

His 

lie 

Gin 

Glu 

Arg 

Pro 

Ala 

Ser 

Cys 

305 





310 





315 





320 

lie 

Val 

Lys 

Ser 

Met 

Ser 

Val 

Asp 

Glu 

Thr 

Asp 

Lys 

Ser 

Pro 

Cys 

Glu 





325 





330 





335 


Ala Gly 

Arg 

Val 

Arg 

Ala 

Gly 

Ser 

Leu 

Gin 

Leu 

Ser 

Ser 

Met 

Ser 

Ala 




340 





345 





350 



Gly Asn 

Ser 

Ser 

Leu 

Arg 

Arg 

Thr 

Lys 

Arg 

Lys 

Ala 

Pro 

Ser 

Pro 

Pro 



355 





360 





365 




Ser 

Lys 

lie 

Pro 

Pro 

His 

Gin 

Ser 

Asp 

Glu 

Asn 

Ser 

Arg 

Val 

Thr 

Ala 
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370 


Leu 

Gin 

Pro 

Val 

Asp 

Gly 

385 





390 

Ser 

Pro 

Glu 

Glu 

Leu 

Ser 





405 


Ser 

Gin 

Glu 

Gin 

Cys 

Thr 




420 



Phe 

Glu 

Cys 

Pro 

Gly 

Thr 



435 




Gly 

lie 

Ser 

Ser 

Asp 

Tyr 


450 





Leu 

Ser 

Glu 

Val 

Pro 

Lys 

46 5 





470 

Gin Asp 

lie 

Pro 

Phe 

Val 





485 


Asp 

Pro 

Asp 

Ser 

Ala 

Leu 




500 



Ser 

Met 

Glu 

Glu 

Lys 

Gin 



515 




His 

Ser 

Val 

Val 

Tyr 

Asp 


530 





lie 

Arg 

Asn 

Leu 

Lys 

Ser 

545 





550 

Glu 

lie 

lie 

Val 

Tyr 

Pro 





565 


Val 

Lys 

Lys 

Thr 

Glu 

lie 




580 



He 

Asp 

Met 

Glu 

Val 

Glu 



595 




Asp Thr 

Ala 

lie 

Ser 

Tyr 


610 





Pro 

Asp 

Gin 

Lys 

Leu 

Asn 

625 





630 

Ala 

lie 

Gin 

Thr 

Thr 

Pro 





645 


Asp 

His 

Asn 

Leu 

Ser 

Asp 




660 



Asn 

Asn 

Asn 

lie 

Ser 

Thr 



675 




Val 

Asn 

Thr 

Ser 

Arg 

Glu 


690 





Ser 

Glu 

Asp 

Pro 

Leu 

Thr 

705 





710 

Asp Asp 

Leu 

Leu 

Pro 

Pro 





725 


Ser Tyr 

Leu 

Lys 

Asn 

Tyr 




740 



Pro 

Lys 

Pro 

Ser 

Asn 

Glu 



755 




Met 

Thr 

Thr 

Tyr 

Lys 

lie 


770 





Asp Trp 

Gin 

Ser 

Glu 

Thr 

785 





790 

Ala 

Leu 

Gly 

Lys 

Lys 

His 


375 

Val 

Pro 

Pro 

Asp 

Ser 

380 

Ala 

Ser 

Pro 

Glu 

Thr 

395 

Phe 

His 

Ala 

Pro 

Lys 

410 

Leu 

Met 

Glu 

Pro 

Glu 

425 

Ala 

Ala 

lie 

Thr 

Ser 

440 

Leu 

Glu 

Glu 

lie 

Asp 

455 

Val 

Glu 

Ala 

Glu 

Asn 

460 

lie 

Ser 

Thr 

Asp 

lie 

475 

lie 

Asn 

Gly 

Asn 

Gly 

490 

Ser 

Gly 

Glu 

Glu 

Thr 

505 

Lys 

Ser 

Thr 

Asp 

Thr 

520 

Ser 

Asn 

Gly 

Lys 

Lys 

535 

Leu 

Gly 

Pro 

Asn 

Gin 

540 

Glu 

Glu 

Asn 

Thr 

Glu 

555 

Asp 

Asn 

Asn 

Val 

Glu 

570 

Gly 

Val 

Ala 

Arg 

Pro 

585 

Ser 

Asn 

Ser 

Glu 

Lys 

600 

Glu 

Asn 

His 

Leu 

Ala 

615 

Gin 

Pro 

Ser 

Ala 

Glu 

620 

Lys 

Ser 

Cys 

Asn 

Ser 

635 

Phe 

Asp 

Ser 

Lys 

Val 

650 

Glu 

Glu 

Cys 

Gin 

His 

665 

Ser 

Cys 

Leu 

Ser 

Phe 

680 

Arg 

Ser 

Gin 

Gly 

Thr 

695 

Val 

Lys 

Asp 

Pro 

lie 

700 

Cys 

Val 

Asp 

Arg 

lie 

715 

Asp 

Lys 

Pro 

Leu 

Tyr 

730 

Arg 

Gin 

Asp 

lie 

Thr 

745 

Arg 

Glu 

Tyr 

lie 

Val 

760 

Pro 

Pro 

Lys 

Ser 

Leu 

775 

lie 

Glu 

Tyr 

Lys 

Asp 

780 

Asp 

Thr 

His 

Glu 

Asn 

795 

Val 

Lys 
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Ser 

Glu 

Ala 

Asn 

400 

Pro 

Gly Leu 
415 

Ser 

Glu 

Thr 

430 

Ser 

Val 

Ser 

445 

Leu 

Thr 

Ser 

Glu 

Lys 

Glu 

Glu 

Ser 

Pro 

Lys 

Ser 

480 

Thr 

Leu 

Lys 

495 

Asn 

Phe 

Ser 

510 

Gin 

Asn 

Gly 

525 

Gin 

Glu 

Pro 

Val 

Val 

Asp 

Ser 

Asn 

Val 

Gin 

Asn 

560 

Met 

Lys 

Asn 

575 

Gly 

Lys 

Asn 

590 

Asn 

Asn 

Ala 

605 

His 

Glu 

Thr 

Ala 

Ser 

Ser 

Val 

Thr 

Lys 

Asp 

Ala 

640 

Gly Lys 

His 

655 

Gin 

Val 

Gin 

670 

Thr 

Ser 

Ser 

685 

Gin 

Asp 

Ser 

Leu 

lie 

lie 

His 

Ala 

His 

Gly 

Asn 

720 

Asn 

Ser 

Thr 

735 

Ala 

Tyr 

Asn 

750 

Pro 

Lys 

Pro 

765 

Lys 

lie 

Gly 

Glu 

lie 

Ser 

Lys 

Gin 

Asp 

Met 

His 

800 

Glu 

Thr 

Ala 

lie 
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805 





810 





815 


Gin 

Thr 

Glu 

Asp 

Ser 

Ala 

lie 

Ser 

Glu 

Ser 

Pro 

Glu 

Glu 

Pro 

Leu 

Pro 




820 





825 





830 



Asn 

Leu 

Lys 

Pro 

Lys 

Pro 

Asn 

Leu 

Arg 

Thr 

Glu 

His 

Gin 

Val 

Pro 

Ser 



835 





840 





845 




Ser 

Val 

Ser 

Ser 

Pro Asp 

Asp 

Ala 

Met 

Val 

Ser 

Pro 

Leu 

Lys 

Pro 

Ala 


850 





855 





860 





Pro 

Lys 

Met 

Thr 

Arg Asp 

Thr 

Gly 

Thr 

Ala 

Pro 

Phe 

Ala 

Pro 

Asn 

Leu 

865 




870 





875 





880 

Glu 

Glu 

lie 

Asn 

Asn 

lie 

Leu 

Glu 

Ser 

Lys 

Phe 

Lys 

Ser 

Arg 

Ala 

Ser 





865 





890 





895 


Asn 

Ala 

Gin 

Ala 

Lys 

Pro 

Ser 

Ser 

Phe 

Phe 

Leu 

Gin 

Met 

Gin 

Lys 

Arg 




900 





905 





910 



Val 

Ser 

Gly 

His 

Tyr 

Val 

Thr 

Ser 

Ala 

Ala 

Ala 

Lys 

Ser 

Val 

His 

Ala 



915 





920 





925 




Ala 

Pro 

Asn 

Pro 

Ala 

Pro 

Lys 

Glu 

Leu 

Thr 

Asn 

Lys 

Glu 

Ala 

Glu 

Arg 


930 





935 





940 





Asp 

Met 

Leu 

Pro 

Ser 

Pro 

Glu 

Gin 

Thr 

Leu 

Ser 

Pro 

Leu 

Ser 

Lys 

Met 

945 





950 





955 





960 

Pro 

His 

Ser 

Val 

,Pro 

Gin 

Pro 

Leu 

Val 

Glu 

Lys 

Thr 

ASp 

Asp 

Asp 

Val 





965 





970 





975 


He 

Gly 

Gin 

Ala 

Pro 

Ala 

Glu 

Ala 

Ser 

Pro 

Pro 

Pro 

lie 

Ala 

Pro 

Lys 



980 





985 





990 



Pro 

Val 

Thr 

lie 

Pro 

Ala 

Ser 

Gin 

Val 

Ser 

Thr 

Gin 

Asn 

Leu 

Lys 

Thr 



995 





1000 




1005 



Leu 

Lys 

Thr 

Phe 

Gly Ala 

Pro 

Arg 

Pro 

Tyr 

Ser 

Ser 

Ser Gly 

Pro 

Ser 


1010 




1015 




1020 




Pro 

Phe 

Ala 

Leu 

Ala 

Val 

Val 

Lys 

Arg 

Ser 

Gin 

Ser 

Phe 

Ser 

Lys 

Glu 

1025 




1030 




1035 




1040 

Arg 

Thr 

Glu 

Ser 

Pro 

Ser 

Ala 

Ser 

Ala 

Leu 

val 

Gin 

Pro 

Pro 

Ala 

Asn 




1045 




1050 




1055 

Thr 

Glu 

GlU 

Gly 

Lys 

Thr 

His 

Ser 

Val 

Asn 

Lys 

Phe 

Val 

Asp 

lie 

Pro 




1060 




1065 




1070 


Gin 

Leu Gly 

Val 

Ser Asp 

Lys 

Glu 

Asn 

Asn 

Ser 

Ala 

His 

Asn 

Glu 

Gin 



1075 




1080 




1085 



Asn 

Ser 

Gin 

lie 

Pro 

Thr 

Pro 

Thr Asp Gly 

Pro 

Ser 

Phe 

Thr 

Val 

Met 


1090 




1095 




1100 




Arg 

Gin 

Ser 

Ser 

Leu 

Thr 

Phe 

Gin 

Ser 

Ser Asp 

Pro 

Glu 

Gin 

Met 

Arg 

1105 




1110 




1115 




1120 

Gin 

Ser 

Leu 

Leu 

Thr 

Ala 

lie 

Arg 

Ser 

Gly Glu 

Ala 

Ala 

Ala 

Lys 

Leu 





1125 




1130 




1135 

Lys 

Arg 

Val 

Thr 

lie 

Pro 

Ser 

Asn 

Thr 

lie 

Ser 

Val 

Asn Gly Arg 

Ser 


1140 




1145 




1150 


Arg 

Leu 

Ser 

His 

Ser 

Met 

Ser 

Pro Asp 

Ala 

Gin Asp 

Gly His 




1155 1160 1165 


<210> 2931 

<211> 625 

<212> DNA 

<213 > Homo sapiens 

<400> 2931 

ttactttcca cattgtctgc cctccatgga acacctgtct ctcctggtga tggaagcaac 
60 
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ccaatgtcca ctttgctcct 
120 

ttagagatct tcgaagccat 
180 

gtgtttttag gttcactctg 
240 

ctgttatttt tgtgctgagc 
300 

ggtgggggat ctagaactgg 
360 

agccaggcca aaggagcaaa 
420 

ttccatggag ggcagacaat 
480 

aagcagcagt ctctgctgat 
540 

tgcagaagct gtgcaaagag 
600 

cacagtgcac agtcccttca 
625 

<2io> 2932 
<211> 90 
<212 > PRT 

<213 > Homo sapiens 

<400> 2932 
Met Cys Glu Pro Gly 
1 5 

Ser Pro Gly Glu Thr 
20 

Asn Lys Lys Lys Arg 
35 

Asp Lys Pro Asp Ser 
50 

Lys Leu Cys Lys Glu 
65 

Val Pro Ala Gin Cys 
85 


ttggcccggc tcactcttct 
attttctcca gatgttttgg 
atgagttgcc atgaaatcaa 
tgaatgtttc ctacttgttg 
gcttccctcg gggctgcctc 
gtggacattg ggttgcttcc 
gtggaaagta acaagaaaaa 
aaaccagact cagtactgac 
agggcccaga agttgtgcag 
cgcgt 


Gin Arg Ser Lys Val Asp 
10 

Gly Val Pro Trp Arg Ala 
25 

Leu Ala Leu Asp Ser Glu 
40 

Val Leu Thr His His Val 
55 

Arg Ala Gin Lys Leu Cys 
70 75 

Thr Val Pro Ser Arg 
90 


ccttaccctg agatgtgctg 
gatgaggaga cacaacaaca 
accaatctaa actgtcatct 
atctattagg ctccagatgc 
caggagagaa gatatgtgtg 
atcaccagga gagacaggtg 
aaggctagca ctagattctg 
tcatcatgtc cccaggaacc 
aaatagcacc agggtgcctg 


lie Gly Leu Leu Pro 
15 

Asp Asn Val Glu Ser 
3 0 

Ala Ala Val Ser Ala 
45 

Pro Arg Asn Leu Gin 
60 

Arg Asn Ser Thr Arg 
80 


<21Q> 2933 
< 211 > 688 
<212 > DNA 
<213> Homo sapiens 

<400 > 2933 

caattgcgcc aagaacttaa aacagtgaaa aaaaattatg aagctctcaa acagagacaa 
60 

gatgaggaaa ggatggtaca gagctctcct ccaatatctg gtgaagacaa caaatgggag 
120 

cgagaaagtc aagaaacgac tagagaactt ctgaaagtta aagacagatt aattgaagta 
180 

gaaagaaata atgctacact gcaagcagag aagcaagcgt tgaaaactca actgaagcaa 
24 0 * 
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cttgagacac agaacaataa tttgcaggct cagattcttg cacttcagag gcagacagtg 
300 

tcattacaag aacagaatac cactcttcaa acacagaatg ccaagcttca ggttgaaaat 
360 

tccaccctta attcccaaag tacctcactc atgaaccaga atgcccaact cctaatccag 
420 

cagtcttcct tagaaaatga aaatgaatct gtaatcaaag agcgagaaga cctaaaatct 
480 

ctctatgatt ctctgatcaa agatcatgaa aagctggaac ttcttcatga acgtcaggct 
540 

tcagagtatg aatctcttat ctctaaacat ggaactctga agtctgccca caaaaatctt 
600 

gaggtggaac: atagagacct tgaagaccgt tacaatcagt tattaaaaca gaaaggacag 
660 

ttggaagatt tggaaaaaat gctcaaag 
688 

<210> 2934 
<211> 229 
<212 > PRT 

<213 > Homo sapiens 
<400> 2934 

Gin Leu Arg Gin Glu Leu Lys Thr Val Lys Lys Asn Tyr Glu Ala Leu 
1 5 10 15 

Lys Gin Arg Gin Asp Glu Glu Arg Met Val Gin Ser Ser Pro Pro He 
20 25 30 

Ser Gly Glu Asp Asn Lys Trp Glu Arg Glu Ser Gin Glu Thr Thr Arg 
35 40 45 

Glu Leu Leu Lys Val Lys Asp Arg Leu lie Glu Val Glu Arg Asn Asn 
50 55 60 

Ala Thr Leu Gin Ala Glu Lys Gin Ala Leu Lys Thr Gin Leu Lys Gin 

65 70 75 BO 

Leu Glu Thr Gin Asn Asn Asn Leu Gin Ala Gin lie Leu Ala Leu Gin 

85 90 95 

Arg Gin Thr Val Ser Leu Gin Glu Gin Asn Thr Thr Leu Gin Thr Gin 
100 105 110 

Asn Ala Lys Leu Gin Val Glu Asn Ser Thr Leu Asn Ser Gin Ser Thr 
115 120 125 

Ser Leu Met Asn Gin Asn Ala Gin Leu Leu lie Gin Gin Ser Ser Leu 
130 135 140 

Glu Asn Glu Asn Glu Ser Val lie Lys Glu Arg Glu Asp Leu Lys Ser 

145 150 155 160 

Leu Tyr Asp Ser Leu lie Lys Asp His Glu Lys Leu Glu Leu Leu His 

165 170 175 

Glu Arg Gin Ala Ser Glu Tyr Glu Ser Leu lie Ser Lys His Gly Thr 
180 185 190 

Leu Lys Ser Ala His Lys Asn Leu Glu Val Glu His Arg Asp Leu Glu 
195 200 205 

Asp Arg Tyr Asn Gin Leu Leu Lys Gin Lys Gly Gin Leu Glu Asp Leu 
210 215 220 

Glu Lys Met Leu Lys 
225 
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<210> 2935 
< 211 > 1200 
<212> DNA 

<213> Homo sapiens 
<4 00> 2935 

ngacacaata gggcattcaa gtcactgggg aaatatggcc tcttttcctg gaccatttta 
60 

tttgaaggta tgggggaacg aaaaaaatac tattatggag tgcagtgcac agtttgcatg 
120 

aactctaaaa gataaagcaa gaaatgtcaa gtaggttttg cacattgggc tgctttaggc 
180 

tgtgccctct gattcttctg gtgtactcat gatactctcc cttggtgccc tccaggctga 
240 

cgcagctatt tacgttcaga gtgaaatggg ctgtgtggct gggattggga aaggccttgt 
300 

taaagctggg agaggtttgg tcatggtgac aggggacctg aaggcccagc tcctcttccc 
360 

tcttgccaat acagggacaa gttaaagaag aagaagaaag taaaggtaaa gatggaaaag 
420 

aaatccacgc cctctagggg ctcatcatcc aagtcgtcct caaggcagct aagcgagagc 
480 

ttcaagagca aagagtttgt gtctagtgat gagagctctt cgggagagaa caagagcaaa 
540 

aagaagagga ggaggagcga ggactctgaa gaagaagaac tagccagtac tccccccagc 
600 

tcagaggact cagcgtcagg atccgatgag tagaaacgga ggaaggttct ctttgcgctt 
660 

gccttctcac accccccgga agtcagcagg gaaacgcaga gaactcctat gaaccaccaa 
720 

aaggctgtaa atgatgaaac atgcaaagct agccacataa catcaagtgt ctttccttca 
780 

gcctctctcg gtaaagcatc atctcgaaag ccatttggga tcctttctcc aaatgttctg 
840 

cgcagtatga gtgggaagag tcctgtagag agcagcttga atgttaaaac caaaaagaat 
900 

gcaccatctg caacgatcca ccagggcgaa gaagaaggac cacttgatat ctgggctgtt 
960 

gtgaaacctg gaaataccaa ggaaaaaatt gcattctttg catcccacca gtgtagtaac 
1020 

aggataggat ctatgaaaat aaaaagttcc tgggatattg atgggagagc tactaagaga 
1080 

aggaaaaaat caggggatct taaaaaagcc aaggtacagg tggaaaggat gagggaggtt 
1140 

aacagcaggt gctaccaacc tgagcctttt gcatgtggca ttgagcactg ttctgtgcac 
1200 

<210> 2936 
<211> 109 
<212> PRT 

<213> Homo sapiens 
<400> 2936 

Ser Trp Glu Arg Phe Gly His Gly Asp Arg Giy Pro Glu Gly Pro Ala 
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1 

Pro Leu Pro 

Val Lys Val 
35 

Ser Lys Ser 
50 

Phe Val Ser 
65 

Lys Arg Arg 
Pro Pro Ser 


<210> 2937 
<211> 749 
<212> DNA 
<213> Homo sapiens 

<4 00> 2937 

nngaattcca gtgaaagtgg gagccttgaa gtcgtagaca gcagcgggga aatcattcac 
60 

cgagtcaaaa agcfcgacatg tcgggtaaaa attaaagaag caacggggct gcccttaaac 
120 

ctctcaaatt ttgtcttctg tcaatacaca ttctgggacc agtgtgagtc tacggtggct 
180 

gccccggtgg tggaccccga ggtgccttca ccacagtcca aggatgccca gtacacagtg 
240 

accttctccc actgtaagga ctatgtggtg aatgtaacag aagaatttct ggagttcatt 
300 

tcagatggag cactggccat tgaagtatgg ggccaccggt gtgctggaaa tggcagctcc 
360 

atctgggagg tcgattctct tcatgctaag acaagaacac tgcatgacag gtggaatgaa 
420 

gtaacgcgaa gaatagaaat . gtggatctcc atattagaat tgaatgagtt aggagagtat 
480 

gctgcagtgg aacttcatca ggcaaaagat gtcaacacag gaggcatctt tcaacttaga 
540 

cagggtcatt cccgtagagt acaagtcacg gtgaaacctg tgcagcattc agggacactg 
600 

ccacttatgg ttgaagccat cctgtcagta tccatcggct gtgtaactgc caggtccacc 
660 

aaactccaaa gagggctgga cagttaccag agagatgatg aggatggtga tgatatggat 
720 

agttatcagg aagaagactt aaactgcag 
749 

<210> 2938 
<211> 249 
<212> PRT 

<213 > Homo sapiens 
<4 00> 2938 

Xaa Asn Ser Ser Glu Ser Gly Ser Leu Glu Val Val Asp Ser Ser Gly 


5 10 15 

Ser Cys Gin Tyr Arg Asp Lys Leu Lys Lys Lys Lys Lys 
20 25 30 

Lys Met Glu Lys Lys Ser Thr Pro Ser Arg Gly Ser Ser 
40 45 

Ser Ser Arg Gin Leu Ser Glu Ser Phe Lys Ser Lys Glu 
55 50 

Ser Asp Glu Ser Ser Ser Gly Glu Asn Lys Ser Lys Lys 
70 75 80 

Arg Ser Glu Asp Ser Glu Glu Glu Glu Leu Ala Ser Thr 
85 90 95 

Ser Glu Asp Ser Ala Ser Gly Ser Asp Glu 
100 105 
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1 




5 





10 


Glu 

lie 

lie 

His 

Arg 

Val 

Lys 

Lys 

Leu 

Thr 

Cys 




20 





25 



Glu 

Ala 

Thr Gly 

Leu 

Pro 

Leu 

Asn 

Leu 

Ser 

Asn 



35 





40 




Tyr 

Thr 

Phe 

Trp 

Asp 

Gin 

Cys 

Glu 

Ser 

Thr 

val 


50 





55 





Asp 

Pro 

Glu 

Val 

Pro 

Ser 

Pro 

Gin 

Ser 

Lys 

Asp 

65 





70 





75 

Thr 

Phe 

Ser 

His 

Cys 

Lys 

Asp 

Tyr 

Val 

Val 

Asn 





85 





90 


Leu 

Glu 

Phe 

lie 

Ser 

Asp 

Gly 

Ala 

Leu 

Ala 

lie 




100 





105 



Arg Cys 

Ala Gly 

Asn 

Gly 

Ser 

Ser 

lie 

Trp 

Glu 



115 





120 




Ala 

Lys 

Thr 

Arg 

Thr 

Leu 

His 

Asp 

Arg 

Trp 

Asn 


130 





135 





lie 

Glu 

Met Trp 

lie 

Ser 

lie 

Leu 

Glu 

Leu 

Asn 

145 





150 





155 

Ala 

Ala 

Val 

Glu 

Leu 

His 

Gin 

Ala 

Lys 

Asp 

Val 





165 





170 


Phe 

Gin 

Leu Arg 

Gin 

Gly 

His 

Ser 

Arg Arg 

Val 




180 





185 



Pro 

Val 

Gin 

His 

Ser 

Gly 

Thr 

Leu 

Pro 

Leu 

Met 



195 





200 




Ser 

val 

Ser 

lie 

Gly 

Cys 

Val 

Thr 

Ala Arg 

Ser 


210 





215 





Gly Leu 

Asp 

Ser 

Tyr 

Gin 

Arg 

Asp 

Asp 

Glu 

Asp 

225 





230 





235 

Ser 

Tyr 

Gin 

Glu 

Glu 

Asp 

Leu 

Asn 

Cys 







245 








<210> 2939 

< 2 1 1 > 2405 

<212 > DNA 

<213 > Homo sapiens 

<400 > 2939 

nncgtacgtc tccccactac cggttcccac cactgattct 
60 

gagtgcaatt gcagatccag accccagagt cagaaggagt 
120 

ccactgcatc cagccaatag gagcccagcc accatggcgg 
180 

acagaggaga agccactgtt gccaggacag acgcctgagg 
240 

gagacaccat acggctctgt cactttcact gtctatggca 
300 

gcgatcctta cctaccacga tgtgggactc aactataaat 
360 

cagttcgagg acatgcagga aatcattcag aactttgtgc 
420 

ggaatggaag agggagcccc tgtgttccct ttgggatatc 
480 


15 

Arg Val Lys He Lys 
30 

Phe Val Phe Cys Gin 
45 

Ala Ala Pro Val Val 
60 

Ala Gin Tyr Thr Val 
80 

Val Thr Glu Glu Phe 
95 

Glu Val Trp Gly His 
110 

Val Asp Ser Leu His 
125 

Glu Val Thr Arg Arg 
140 

Glu Leu Gly Glu Tyr 
160 

Asn Thr Gly Gly lie 
175 

Gin Val Thr Val Lys 
190 

Val Glu Ala lie Leu 
205 

Thr Lys Leu Gin Arg 
220 

Gly Asp Asp Met Asp 
240 


gggggcgaag gaaggagcca 
gagaaccctg acccctaatc 
agctgcagga ggtgcagatc 
cggccaagac tcactctgtg 
cccccaaacc caaacgccca 
cttgcttcca gccactgttt 
gggttcatgt ggatgcccct 
agtacccatc tctggaccag 
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cttgcagaca tgatcccttg cgtcctgcag 
540 

ggtgttggag ctggagccta catcctggcg 
600 

gaaggtcttg tcctcatcaa cattgatccc 
660 

cacaagctaa caggcctcac ctcttccatt 
720 

caggaagagc tctctggaaa ttctgagttg 
780 

gcacccaacc tggataacat tgaattgtac 
840 

aactttgagc gtggaggtga tatcaccctc 
900 

caagcacctc atgaagatgc agtggtggaa 
960 

tcgttcctca agatggctga ctccggaggt 
1020 

accgaggcct tcaagtactt cctgcaaggc 
1080 

cgcctgtccc ggtctcgtac agcctctctg 
1140 

tcccgctctc gcaccctgtc ccagagcagc 
1200 

gggcacacca tggaggtctc ctgttgaatg 
1260 

ctcacctccc ccagagctaa cctgggaggt 
1320 

gggaaaaagg gcagatcatg cggggagatg 
1380 

gacctttaac ccgtgattcc ccccagctcc 
1440 

cccagacccc taaattctcc tcctccccca 
1500 

atcctctgtc ctgatctagg tgtctatagc 
1560 

ggtgcctcca tcagactctc cctacttgtc 
1620 

tggggctGca ttcaccaaag ctgaggtggc 
1680 

tatggaccta cgtgaatgtg tgtcaggggg 
1740 

atgtgataga aacatccagt gtaaaaagga 
1800 

gagtgtgggg aaggattggt gctggggcaa 
1860 

ctaactttgg tagctcagtg tgcatctaga 
1920 

tgggctgctt ggggcttggc atagggtgga 
1980 

tagtatgtgt ggagggtgcc ctcccgtctc 
2040 

gaggaatcaa agatcaaggt catctccccg 
2100 


tacctaaatt tctctacaat aattggagtt 
agatatgctc ttaaccaccc ggacactgtt 
aatgccaagg gttggatgga ttgggcagcc 
ccggagatga tccttggaca tcttttcagc 
atacaaaagt acagaaatat cattacacat 
tggaacagct acaacaaccg ccgagacctg 
aggtgtcctg tgatgctggt ggtaggagac 
tgtaactcaa aactggaccc cacccagacc 
cagccccagc tgactcagcc aggcaagctg 
atgggctaca tggcctcatc ctgcatgact 
accagtgcag catccgttga tggcaaccgg 
gagtctggaa ctctttcttc ggggcccccg 
gcccttgttg ccctagagtg ggacccagcc 
gctgaagggg cattgggcca ccgtaagcaa 
accttgatct ttgattgcta ccctaacctt 
tggaagagat gtcctaatat ctcttaggga 
ttttggtgtt aaggtggaga gggcatatgc 
tgaggggtaa gaggttgttg tagttgtcct 
ccatatttgc aaggggaggg gatttggggc 
ttctcattaa ccctttagga ctctgaaggg 
agacttgctg gtgggttagt ggtcctcagg 
agttggaatg ggagttggcg ggcagtgaac 
caggaagggg cctggggccg tttggctgca 
gtgggactgg ggagggagct aagcttgggc 
aagggctacc ctggggctct gaccacactg 
ccacaacttc tgctataaca ataaactgta 
catgatctgc cctttttccc ttgcttacgg 
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tgaaccaatg tcccttcagc acctcccagg ttagatatgg gggaggtgag ggctgggtcc 
2160 

cactctatgg caacaagggc aattcaacag gagacctcca tggttttcca cgggggcccc 
2220 

gaagaaagat ttccagactc gactgctctg ggaccagggt gtcatgagcg taaaatgggc 
2280 

aagggagagc gggcggaggg ccccgaggtg gcagcagggg tcagggaagt gggcttccga 
2340 

gtgccctctg ttgaaattgt caccccacag ctgcccgccg tggaaattga ggaagggttt 

2400 

ttttt 

2405 

<210> 2940 

<211> 357 

<212> PRT 

<213 > Homo sapiens 


<400> 2940 


Met 

Ala 

Glu 

Leu 

Gin 

Glu 

Val 

Gin 

lie 

Thr 

Glu 

Glu 

Lys 

Pro 

Leu 

Leu 

1 




5 





10 





15 


Pro Glv 

Gin 

Thr 

Pro 

Glu 

Ala 

Ala 

Lys 

Thr 

His 

Ser 

Val 

Glu 

Thr 

Pro 




20 





25 





30 



Tyr Gly 

Ser 

Val 

Thr 

Phe 

Thr 

Val 

Tyr 

Gly 

Thr 

Pro 

Lys 

Pro 

Lys 

Arg 



35 





40 





45 




Pro 

Ala 

lie 

Leu 

Thr 

Tyr 

His 

Asp 

Val 

Gly 

Leu 

Asn 

Tyr 

Lys 

Ser 

Cys 


50 





55 





60 





Phe 

Gin 

Pro 

Leu 

Phe 

Gin 

Phe 

Glu 

Asp 

Met 

Gin 

Glu 

lie 

lie 

Gin 

Asn 

65 





70 





75 





80 

Phe 

Val 

Arg 

Val 

His 

Val 

Asp 

Ala 

Pro 

Gly 

Met 

Glu 

Glu 

Gly 

Ala 

Pro 





85 





90 





95 


Val 

Phe 

Pro 

Leu Gly 

Tyr 

Gin 

Tyr 

Pro 

Ser 

Leu 

Asp 

Gin 

Leu 

Ala Asp 




100 





105 





110 



Met 

He 

Pro 

Cys 

Val 

Leu 

Gin 

Tyr 

Leu 

Asn 

Phe 

Ser 

Thr 

lie 

lie 

Gly 



115 





120 





125 




Val 

Gly 

Val 

Gly Ala 

Gly 

Ala 

Tyr 

lie 

Leu 

Ala Arg 

Tyr 

Ala 

Leu 

Asn 


130 





135 





140 





His 

Pro 

Asp 

Thr 

Val 

Glu 

Gly 

Leu 

Val 

Leu 

lie 

Asn 

lie 

Asp 

Pro 

Asn 

145 





150 





155 





160 

Ala 

Lys 

Gly 

Trp 

Met 

Asp 

Trp 

Ala 

Ala 

His 

Lys 

Leu 

Thr 

Gly 

Leu 

Thr 





165 





170 





175 


Ser 

Ser 

lie 

Pro 

Glu 

Met 

lie 

Leu 

Gly 

His 

Leu 

Phe 

Ser 

Gin 

Glu 

Glu 




180 





185 





190 



Leu 

Ser 

Gly 

Asn 

Ser 

Glu 

Leu 

lie 

Gin 

Lys 

Tyr 

Arg 

Asn 

lie 

lie 

Thr 



195 





200 





205 




His 

Ala 

Pro 

Asn 

Leu 

Asp 

Asn 

lie 

Glu 

Leu 

Tyr Trp 

Asn 

Ser 

Tyr 

Asn 


210 





215 





220 





Asn 

Arg 

Arg 

Asp 

Leu 

Asn 

Phe 

Glu 

Arg 

Gly 

Gly Asp 

lie 

Thr 

Leu Arg 

225 





230 





235 





240 

Cys 

Pro 

Val 

Met 

Leu 

Val 

Val 

Gly 

Asp 

Gin 

Ala 

Pro 

His 

Glu 

Asp Ala 




245 





250 





255 


Val 

Val 

Glu 

Cys 

Asn 

Ser 

Lys 

Leu 

Asp 

Pro 

Thr 

Gin 

Thr 

Ser 

Phe 

Leu 




260 





265 





270 



Lys 

Met 

Ala 

Asp 

Ser 

Gly 

Gly 

Gin 

Pro 

Gin 

Leu 

Thr 

Gin 

Pro 

Gly Lys 
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275 280 285 

Leu Thr Glu Ala Phe Lys Tyr Phe Leu Gin Gly Met Gly Tyr Met Ala 
290 295 300 

Ser Ser Cys Met Thr Arg Leu Ser Arg Ser Arg Thr Ala Ser Leu Thr 

305 310 315 320 

Ser Ala Ala Ser Val Asp Gly Asn Arg Ser Arg Ser Arg Thr Leu Ser 

325 330 335 

Gin Ser Ser Glu Ser Gly Thr Leu Ser Ser Gly Pro Pro Gly His Thr 
340 345 350 

Met Glu Val Ser Cys 
355 

<210> 2941 
<211> 847 
<212 > DNA 

<213 > Homo sapiens 
<400> 2941 

nacgcgttgt cgtctctccg ggccctgggc agccaggatc ttcctctggg cggcaatgcg 
60 

ccctgcatcc tgcagctgga tcttcagcat ctccatgggc gtggtcacga tcacctggca 
120 

ggtgccagcc ccacagcccg ccagcatctc tttaagcagg gtcagctctc ggcccagggg 
180 

ggtgcccagc cctcagtgga ggctccagct gcccctcggc ccacggccac ccagctgacc 
240 

cgcgacctgc tgcggagccg tggcattgcc ggtctctaca agggactcgg ggccacgctg 
300 

ctcagggatg tccccttctc tgtggtgtac ittcccgctct ttgccaacct gaaccagctg 
360 

ggccgcccgg cgtccgagga gaagtcgcct ttctacgtgt ccttcctggc cggctgtgtg 
420 

gctgggagtg ccgccgctgt ggccgtcaac ccctgtgatg tggtgaagac gcggctccag 
480 

tcacttcagc gaggcgtcaa cgaggacacc tactctggga tcctggactg tgccaggaag 
540 

atcctgcggc acgagggccc ctcggccttc ctgaagggcg cctactgccg cgcgctggtc 
600 

atcgcgcccc ttttcggcat cgcacaggtg gtctacttcc tgggcatcgc ggagtccctg 
660 

ctggggctgc tgcaggaccc ccaggcctga gcccagcacc cgctccaccc cagccagctg 
720 

ggcagggccg gtgtggggct ggagccaggc agctagccca ggacggagca agggaagacc 
780 

cctccccagc cctcccgtcg gcaggggcag cagggggcag ggtgcagggt ccacataggt 
840 

ggtgcac 

847 

<210> 2942 
<211> 229 
<212 > PRT 

<213> Homo sapiens 


2171 



WO 00/58473 


PCT/US00/08621 


<400> 2942 

Xaa Ala Leu Ser Ser Leu Arg Ala Leu 
1 5 

Gly Gly Asn Ala Pro Cys He Leu Gin 
20 25 

Gly Arg Gly His Asp His Leu Ala Gly 
35 40 

His Leu Phe Lys Gin Gly Gin Leu Ser 
50 55 

Ser Val Glu Ala Pro Ala Ala Pro Arg 
65 70 

Arg Asp Leu Leu Arg Ser Arg Gly lie 
85 

Gly Ala Thr Leu Leu Arg Asp Val Pro 
100 105 

Leu Phe Ala Asn Leu Asn Gin Leu Gly 

, 115 120 

Ser Pro Phe Tyr Val Ser Phe Leu Ala 

130 135 

Ala Ala Val Ala Val Asn Pro Cys Asp 
145 150 

Ser Leu Gin Arg Gly val Asn Glu Asp 
165 

Cys Ala Arg Lys lie Leu Arg His Glu 
180 185 

Gly Ala Tyr Cys Arg Ala Leu Val lie 

195 200 

Gin Val Val Tyr Phe Leu Gly lie Ala 

210 215 

Gin Asp Pro Gin Ala 
225 

<210> 2943 
<211> 1501 
<212> DNA 

<213 > Homo sapiens 
<400> 2943 

tccggatttt cagccgggtc ttccggggat ggagagcaaa aggacttggt gctctcggag 
60 

agagcctgca ggggccggaa gtcgaggcgg gagtgactct gcttccgttt ctggttttgc 
120 

tctagtgttt gggtttcttc gcggctgctc aagatgaacc gactcttcgg gaaagcgaaa 
180 

cccaaggctc cgccgcccag cctgactgac tgcattggca cggtggacag tagagcagaa 
240 

tccattgaca agaagatttc tcgattggat gctgagctag tgaagtataa ggatcagatc 
300 

aagaagatga gagagggtcc tgcaaagaat atggtcaagc agaaagcctt gcgagtttta 
360 

aagcaaaaga ggatgtatga gcagcagcgg gacaatcttg ccaacagtca ttcaacatgg 
420 

aacgccaatt ataccatcca gtctttgaag gacaccaaga ccacggttga tgctatgaaa 
480 


Gly 

10 

Ser 

Gin 

Asp 

Leu Pro 
15 

Leu 

Leu 

Asp 

Leu 

Gin 

His Leu 
30 

His 

Ala 

Ser 

Pro 

Thr 

45 

Ala Arg 

Gin 

Ala 

Gin 

Gly 

60 

Gly 

Ala Gin 

Pro 

Pro 

Thr 

75 

Ala 

Thr 

Gin Leu 

Thr 

80 

Ala 

90 

Gly 

Leu 

Tyr 

Lys Gly 
95 

Leu 

Phe 

Ser 

Val 

Val 

Tyr Phe 
110 

Pro 

Arg 

Pro 

Ala 

Ser 

125 

Glu Glu 

Lys 

Gly 

Cys 

Val 

140 

Ala 

Gly Ser 

Ala 

Val 

Val 

155 

Lys 

Thr 

Arg Leu 

Gin 

160 

Thr 

170 

Tyr 

Ser 

Gly 

lie Leu 
175 

Asp 

Gly 

Pro 

Ser 

Ala 

Phe Leu 
190 

Lys 

Ala 

Pro 

Leu 

Phe 

205 

Gly lie 

Ala 

Glu 

Ser 

Leu 

220 

Leu 

Gly Leu 

Leu 
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ctgggagtaa aggaaatgaa gaaggcatac aagcaagtga agatcgacca gattgaggat 
540 

ttacaagacc agctagagga tatgatggaa gatgcaaatg aaatccaaga agcactgagt 
600 

cgcagttatg gcaccccaga actggatgaa gatgatttag aagcagagtt ggatgcacta 
660 

ggtgatgagc ttctggctga tgaagacagt tcttatttgg atgaggcagc atctgcacct 
720 

gcaattccag aaggtgttcc cactgataca aaaaacaagg atggagttct ggtggatgaa 
780 

tttggattgc cacagatccc tgcttcatag atttgcatca ttcaagcata tcttgtaaaa 
840 

caaacacata ttatgggact aggaaatatt tatctttcca aatttgccat aacagattta 
900 

ggtttctttc ctttctttga aggaaagttt aattacattg ctcttttatt ttttccatta 
960 

agagactcat tgcttgggaa atgctttctt cgtactaaaa tttgattcct ttttttctta 
1020 

tgaaaaacga actcagttta aaagtatttt tagctcgtat gacttgtttt cattcattaa 
1080 

taataatttg aaataaaact aaggaaatgg aatcttaaaa gtctatgaca gtgtaactct 
1140 

acagtctcaa aatgacctga taaattgata agacaaagat gagattattg gggctgttca 
1200 

tattatgatt cagaatcatt ttctattgtg gtattatagg ttggttaaag tgatggcctt 
1260 

tttgatgggt tttgttgtgt cttgtgaaca agtcgttact gtgtccatta ttggaatgga 
1320 

attatcacta ctgtatcatg agtgggtatt ttgattctat ggttccctca gtattacatc 
1380 

ttgacttgta atcaattatg aatatttctt gatatttaat gtataggaca tttatttata 
1440 

ctcaataaat atttttcaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 

1500 
a 

1501 

<210> 2944 
<2 11> 218 
<212> PRT 

<213 > Homo sapiens 
<4 00> 2944 

Met Asn Arg Leu Phe Gly Lys Ala Lys Pro Lys Ala Pro Pro Pro Ser 
15 10 15 

Leu Thr Asp Cys lie Gly Thr Val Asp Ser Arg Ala Glu Ser lie Asp 
20 25 30 

Lys Lys He Ser Arg Leu Asp Ala Glu Leu Val Lys Tyr Lys Asp Gin 
35 40 45 

lie Lys Lys Met Arg Glu Gly Pro Ala Lys Asn Met Val Lys Gin Lys 
50 55 60 

Ala Leu Arg Val Leu Lys Gin Lys Arg Met Tyr Glu Gin Gin Arg Asp 

’6 5 70 75 80 

Asn Leu Ala Asn Ser His Ser Thr Trp Asn Ala Asn Tyr Thr lie Gin 
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85 90 95 

Ser Leu Lys Asp Thr Lys Thr Thr Val Asp Ala Met Lys Leu Gly Val 
100 105 110 

Lys Glu Met Lys Lys Ala Tyr Lys Gin Val Lys lie Asp Gin lie Glu 
115 120 125 

Asp Leu Gin Asp Gin Leu Glu Asp Met Met Glu Asp Ala Asn Glu He 
130 135 140 

Gin Glu Ala Leu Ser Arg Ser Tyr Gly Thr Pro Glu Leu Asp Glu Asp 

145 150 155 160 

Asp Leu Glu Ala Glu Leu Asp Ala Leu Gly Asp Glu Leu Leu Ala Asp 

165 170 175 

Glu Asp Ser Ser Tyr Leu Asp Glu Ala Ala Ser Ala Pro Ala lie Pro 
180 185 190 

Glu Gly Val Pro Thr Asp Thr Lys Asn Lys Asp Gly Val Leu Val Asp 
195 200 205 

Glu Phe Gly Leu Pro Gin lie Pro Ala Ser 


210 215 

<210> 2945 

<211> 3331 

<212 > DNA 

<213 > Homo sapiens 

<400> 2945 

nngcggcggt tagctcccag ttcggcctct 
60 

ccgactgtta gcaacatgag cggcctggat 
120 

cacagcatca ttatttctga ccaagtcccg 
180 

ctccgcgacc aaagcgaggc gacacaggtg 
240 

accgtcgcgc tcccgcctcc accgccttca 
300 

ggccgtggcg gtactcccca gatccgagtt 
360 

gccgggcagg aagagggcca gcctcccgcc 
420 

gcagccgacc gcagcctgaa aaagggcgtt 
480 

ggcgcccaga gatccgcgtc tgagctgacg 
540 

aagacaggaa agtgcgccac cgtctcagca 
600 

gtggtgaagg aaggcctggc ggagaaggag 
660 

cagccgccag aaggtgaaga aatagaagtg 
720 

agggaggaag aagggccctg gcctttgcat 
780 

atccagctgg aactggacac tgtgaatgct 
840 

cacaagtttg ggcggatgcg tcgacactac 
900 


gaggaaaacg ggcgttcgcc tgcggttggt 
ggggtcaaga ggaccactcc cctccaaacc 
agcgaccagg acgcacacca gtacctgagg 
atggcggagc cgggtgaggg aggctcggag 
gaggaggggg gcgtacccca ggatgccgcg 
gttgggggtc gcggtcatgt ggcgatcaaa 
gaaggcctgg cagccgcttc tgtggtgatg 
cagggtggag agaaggccct agaaatctgt 
gcgggggcgg aggctgaggc ggaggaggtg 
gccgtggctg agagggagag cgctgaggtg 
gtaatggagg agcagatgga ggtagaggag 
gcggaggagg atagattgga ggaggaggcg 
gaggctctcc gcatggaccc tctggaggcc 
caggccgaca gggccttcca acagctggag 
ctggagcgga ggaactacat cattcagaat 
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atcccgggct tctggatgac 
960 

ggccaagatg cagagatgtt 
1020 

cctagaaccg gttgcaagtt 
1080 

ctgattgtca aggaatatga 
1140 

attatatggc gcagggggca 
1200 

tgcagcttct tcacttggtt 
1260 

attattaaag aggatctgtg 
1320 

cgtagagccc gacgtcgccc 
1380 

cagtctggtt aacatttgcc 
1440 

ctggacctgt gcttgggcat 
1500 x 

acttttctgc accctgtttc 
1560 

tggtgggtat gcttctccac 
1620 

acgaggtcat ccttcacact 
1680 

tttatctgca ctgcttggac 
1740 

tggatttcta gctttgggag 
1800 

acatgccctg tggacagtta 
1860 

cttgttctgt gtgatttatg 
1920 

tgctacctgc cctacattgg 
1980 

tttttttttt tttttttttt 
2040 

gtgcagtggc gcgatctcgg 
2100 

tgcctcagcc tcccgagtag 
2160 

tatattttta gtagagacgg 
2220 

tcgtgatccg ccctccttag 
2280 

tttgtaaaag caaggttttt 
2340 

ggcctgtaaa atagagtgct 
2400 

tcctagccct tttatcaact 
2460 

aggtgcccta agcaggagaa 
2520 


tgcttttcga aaccaccccc 
aaggtacata accaatttag 
caagttcttc tttagaagaa 
ggtaagatcc tccggccgag 
tgaaccccag tccttcattc 
ttcagaccac agccttccag 
gccaaatcca ctgcaatact 
gctaagggag cctgtagaga 
cttgggaata ctcctgcaca 
cagcaatgag tatgccttct 
ctttggatat tcagttctct 
ttccatatga ccttcatgct 
acttgtaagc caagcaaatg 
cctgtttatt cccagggcct 
cctgttccac ctactcagct 
ctggacgtta atgaactcag 
gtacttcatt gctcttcctt 
ctcctgccaa ggtccctctc 
gagacggagg acggagtctt 
ctcactgcaa cctccacctc 
ctgggactac aggcgcgcgc 
ggtttcacca tgctggccag 
cctcccaatc ctctcttaaa 
atttcatttt ggctctgtca 
agagctctta cgcccctccc 
cctagaatag ttaaagagag 
actgaacaaa aggctagagg 


agttgtccgc catgattagg 
aggtgaagga actcagacac 
acccctactt cagaaacaag 
tggtgtctct ttctactcca 
gcagaaacca agacctcatc 
agtccgacaa aattgctgag 
acctgttgcg tgaaggagtc 
tccccaggcc ctttgggttc 
aggtctccta ccaccttctg 
attgtgcttt gtttttgctg 
caacctcaag attgagacgg 
gttctggaat atcacatgct 
atactgtaga ttgtactgcc 
ctgaactggt tgctgtcact 
ctgcattgag cagtatgggc 
aggagaaaag cagtgagcca 
cacctctagt cactttctat 
tctccctgtt ttcctttttt 
gctctgtcgc ccaggttgga 
ccgggtteaa gcgattctcc 
cgccacgccc ggctaatttt 
gctggtctcg aaccccgatc 
aaagtgatag ctcagaaaca 
ttttcagagg caaagaagtt 
cttcttccca acttcctact 
acacatctag atgggatgaa 
catgggccag gtaaaaattg 
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ggcctagagt gaagactgtg 
2580 

aatgatgatg aatggaaaaa 
2640 

tgttgcctag acaagggttc 
2700 

gttttgtgac ctaatttatg 
2760 

tttctgattc taaacttatt 
2820 

gggaacattt ggaagaacaa 
2880 

tcataacagt tttcaacttg 
2940 


ctgtcgttaa gagctttcga 
tacttttcag ggagaattga 
tttaaagaaa gacagcgcaa 
tggaagattg ttatttcatt 
gtgaaaattg agctgtacag 
cagtcttact tgcctgtaca 
ttcttgtttc tgttaaacta 


ggaaggagta cttactcccc 
aggggttaaa gtgttaaata 
ctttgaatgc tttcttactt 
aggatttagt aaaatttttt 
atattctttt gatttcaatt 
atatagagac atatgaatag 
tattcctaga aacatagttt 


gaacaacttg gtctttgtta 
3000 

gtatggttta attgattgtc 
3060 

atatcttttt tcctaaattg 
3120 

ccattggcat atttgtcttc 
3180 

ctagatttct tatttttcac 
3240 

taattaaaaa ttatggaatc 
3300 

aatcattaaa gttcttaatg 
3331 

<2 10> 2946 
<211> 463 
<212> PRT 

<213> Homo sapiens 


<4 00> 2946 


Xaa Arg 

Arg 

Leu 

Ala 

Pro 

1 



5 


Pro Ala 

Val 

Gly 

Pro 

Thr 



20 



Lys Arg 

Thr 

Thr 

Pro 

Leu 


35 




Val Pro 

Ser 

Asp 

Gin 

Asp 

50 





Ser Glu 

Ala 

Thr 

Gin 

Val 

65 




70 

Thr Val 

Ala 

Leu 

Pro 

Pro 




85 


Gin Asp 

Ala 

Ala 

Gly 

Arg 



100 



Gly Arg 

Gly 

His 

Val 

Ala 


115 




Pro Ala 

Glu 

Gly 

Leu 

Ala 

130 





Ser Leu 

Lys 

Lys 

Gly 

Val 


ggcttgtcaa attgccttca 
ttacatgata attttccctg 
cttaaatact gtgaaattgc 
ctttttatgc atgatggtaa 
cttacccata aatgtaatgc 
attaaagtcc tttaatccat 
gattaaaatc a 


Ser 

Ser 

Ala 

Ser 

10 

Glu 

Val 

Ser 

Asn 

25 

Met 

Ser 

Gin 

Thr 

40 

His 

Ser 

lie 

Ala 

55 

His 

Gin 

Tyr 

Leu 

Met 

Ala 

Glu 

Pro 

Gly 

75 

Pro 

Pro 

Pro 

Ser 

90 

Glu 

Gly 

Gly 

Thr 

105 

Pro 

Gin 

He 

Lys 

120 

Ala 

Gly 

Gin 

Ala 

135 

Ala 

Ser 

Val 

Val 

Gin 

Gly 

Gly 

Glu 

Lys 


tggaaaaata atctacaaaa 
gtaacaactt agtaagtgat 
tctgacaaat tggaagtgta 
aataaaagca tgttgttctg 
ttgaatgaag ttgttcatat 
taaagttctt aatggattaa 


Glu 

Asn 

Gly 

Arg 

15 

Ser 

Gly 

Leu 

Asp 

30 

Gly 

Val 

lie 

lie 

45 

Ser 

Asp 

Gin 

Arg 

60 

Leu 

Arg 

Asp 

Gin 

Glu 

Gly 

Gly 

Ser 

Glu 

80 

Glu 

Gly 

Gly 

Val 

95 

Pro 

lie 

Arg 

Val 

110 

Val 

Gly 

Glu 

Glu 

125 

Gly 

Gin 

Pro 

Met 

140 

Ala 

Ala 

Asp 

Arg 

Ala 

Leu 

Glu 

lie 

Cys 
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145 





150 



Gly Ala 

Gin 

Arg 

Ser 

Ala 

Ser 

Glu 





165 




Ala 

Glu 

Glu 

Val 

Lys 

Thr 

Gly 

Lys 




180 





Ala 

Glu 

Arg 

Glu 

Ser 

Ala 

Glu 

Val 



195 





200 

Lys 

Glu 

Val 

Met 

Glu 

Glu 

Gin 

Met 


210 





215 


Gly Glu 

Glu 

lie 

Glu 

Val 

Ala 

Glu 

225 





230 



Arg 

Glu 

Glu 

Glu 

Gly 

Pro 

Trp 

Pro 





245 




Pro 

Leu 

Glu 

Ala 

lie 

Gin 

Leu 

Glu 




260 





Asp Arg 

Ala 

Phe 

Gin 

Gin 

Leu 

Glu 



275 





280 

His 

Tyr 

Leu 

Glu 

Arg 

Arg 

Asn 

Tyr 


290 





295 


Trp 

Met 

Thr 

Ala 

Phe 

Arg 

Asn 

His 

305 





310 



Gly Gin 

Asp 

Ala 

Glu 

Met 

Leu 

Arg 





325 




GlU 

Leu 

Arg 

His 

Pro 

Arg 

Thr 

Gly 




340 





Arg 

Asn 

Pro 

Tyr 

Phe 

Arg 

Asn 

Lys 



355 





360 

Arg 

Ser 

Ser 

Gly 

Arg 

Val 

Val 

Ser 


370 





375 


Arg Gly 

His 

Glu 

Pro 

Gin 

Ser 

Phe 

385 





390 



Cys 

Ser 

Phe 

Phe 

Thr 

Trp 

Phe 

,Ser 





405 




Lys 

He 

Ala 

Glu 

lie 

lie 

Lys 

Glu 




420 





Tyr 

Tyr 

Leu 

Leu 

Arg 

Glu 

Gly 

Val 



435 





440 

Arg Glu 

Pro 

Val 

Glu 

lie 

Pro 

Arg 


450 





455 



<210> 2947 
<211> 997 
<212 > DNA 

<213 > Homo sapiens 




155 





160 

Leu 

Thr 

Ala 

Gly 

Ala 

Glu 

Ala 

Glu 


170 





175 


Cys 

Ala 

Thr 

Val 

ser 

Ala 

Ala 

Val 

185 





190 



Val 

Val 

Lys 

Glu 

Gly 

Leu 

Ala 

Glu 





205 




Glu 

Val 

Glu 

Glu 

Gin 

Pro 

Pro 

Glu 




220 





Glu 

Asp 

Arg 

Leu 

Glu 

Glu 

Glu 

Ala 



235 





240 

Leu 

His 

Glu 

Ala 

Leu 

Arg 

Met 

Asp 


250 





255 


Leu 

Asp 

Thr 

Val 

Asn 

Ala 

Gin 

Ala 

265 





270 



His 

Lys 

Phe 

Gly 

Arg 

Met 

Arg 

Arg 





285 




lie 

lie 

Gin 

Asn 

lie 

Pro 

Gly 

Phe 




300 





Pro 

Gin 

Leu 

Ser 

Ala 

Met 

lie 

Arg 



315 





320 

Tyr 

lie 

Thr 

Asn 

Leu 

Glu 

Val 

Lys 


330 





335 


Cys 

Lys 

Phe 

Lys 

Phe 

Phe 

Phe 

Arg 

345 





350 



Leu 

He 

Val 

Lys 

Glu 

Tyr 

Glu 

Val 





365 




Leu 

Ser 

Thr 

Pro 

lie 

lie 

Trp 

Arg 




380 





lie 

Arg 

Arg 

Asn 

Gin 

Asp 

Leu 

lie 



395 





400 

Asp 

His 

Ser 

Leu 

Pro 

Glu 

Ser 

Asp 


410 





415 


Asp 

Leu 

Trp 

Pro 

Asn 

Pro 

Leu 

Gin 

425 





430 



Arg 

Arg 

Ala 

Arg 

Arg 

Arg 

Pro 

Leu 





445 




Pro 

Phe 

Gly Phe 

Gin 

Ser 

Gly 



460 


<400> 2947 

nacgcgtccg ccgccgtgcc cgtcgccatg aaccgcttca gggtgtccaa gttccggcac 
60 

accgaggctc ggccgccccg ccgcgagtcc tggatcagtg acattcgagc aggaaccgcc 
120 

ccttcatgca ggaaccacat caaatcaagc tgcagcttga tcgccttcaa ctccgaccgt 
180 

cctggtgtac tgggcattgt gcctctgcaa ggccaaggag aggacaagcg acgcgtggcc 
240 
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cacctgggct gccattcaga cctagtcacc gacttggact tctcgccctt tgatgacttc 
300 

ctcctggcca caggctcggc tgacaggacg gtaaaactct ggcgactgcc agggcctggc 
36° 

caggccctgc cctcagcacc cggggtggtg ctgggccccg aggacctccc agtggaggta 
420 

ctgcagttcc accccacctc tgacggcatt ctggtgagcg cagcaggcac cactgtgaag 
480 

gtctgggacg cagccaagca gcagcccctg acagagctgg cagcccatgg ggacctggtg 
540 

cagagcgccg tctggagccg agatggagcc ctggtgggca cggcgtgcaa ggacaagcag 
600 

ctgcagatct ttgaccccag aacaaagccg cgggcctctc agagcacgca ggcccatgag 
660 

aacagcaggg atagccggct ggcatggatg ggcacctggg agcaccttgt gtctactgga 
720 

ttcaaccaga tgcgtgagcg cgaagtgaag ctgtgggaca cgcggttctt ctccagcgcc 
780 

ctggcctccc tcaccttgga cacctcgctt gggtgtctcg tgcctctgct ggaccctgac 
840 

tctgggctcc tggtcctggc aggaaagggc gagaggcagc tgtactgtta cgaggtggtc 
900 

ccgcagcagc cggcgctgag cccagtgacc cagtgtgtcc tggagagcgt gctgcgtggg 
960 

gctgcccttg tgccccggca ggcgctggcc gtcatga 
997 

<210 > 2948 
<2 11 > 332 
<212 > PRT 

<213 > Homo sapiens 


<400 > 2948 

Xaa Ala Ser Ala Ala Val Pro Val 
1 5 

Lys Phe Arg His Thr Glu Ala Arg 
20 

Ser Asp He Arg Ala Gly Thr Ala 
35 40 

Ser Ser Cys Ser Leu lie Ala Phe 
50 55 

Gly lie Val Pro Leu Gin Gly Gin 
65 70 

His Leu Gly Cys His Ser Asp Leu 
85 

Phe Asp Asp Phe Leu Leu Ala Thr 
100 

Leu Trp Arg Leu Pro Gly Pro Gly 
115 120 

Val Val Leu Gly Pro Glu Asp Leu 
130 135 

Pro Thr Ser Asp Gly lie Leu Val 
145 150 ' 

Val Trp Asp Ala Ala Lys Gin Gin 


Ala Met Asn Arg Phe Arg Val Ser 
10 15 

Pro Pro Arg Arg Glu Ser Trp lie 
25 30 

Pro Ser Cys Arg Asn His lie Lys 
45 

Asn Ser Asp Arg Pro Gly Val Leu 
60 

Gly Glu Asp Lys Arg Arg Val Ala 
75 80 

Val Thr Asp Leu Asp Phe Ser Pro 
90 95 

Gly Ser Ala Asp Arg Thr Val Lys 
105 HO 

Gin Ala Leu Pro Ser Ala Pro Gly 
125 

Pro Val Glu Val Leu Gin Phe His 
140 

Ser Ala Ala Gly Thr Thr Val Lys 
155 160 

Pro Leu Thr Glu Leu Ala Ala His 
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165 





170 


Gly Asp 

Leu 

Val 

Gin 

Ser 

Ala 

Val 

Trp 

Ser 

Arg 


180 





185 



Gly Thr 

Ala 

Cys 

Lys 

Asp 

Lys 

Gin 

Leu 

Gin 

He 


195 





200 




Lys Pro 

Arg 

Ala 

Ser 

Gin 

Ser 

Thr 

Gin 

Ala 

His 

210 





215 





Ser Arg 

Leu 

Ala 

Trp 

Met 

Gly 

Thr 

Trp 

Glu 

His 

225 




230 





235 

Phe Asn 

Gin 

Met 

Arg 

Glu 

Arg 

Glu 

Val 

Lys 

Leu 




245 





250 


Phe Ser 

Ser 

Ala 

Leu 

Ala 

Ser 

Leu 

Thr 

Leu 

Asp 



260 





265 



Leu Val 

Pro 

Leu 

Leu 

Asp 

Pro 

Asp 

Ser 

Gly 

Leu 


275 





280 




Lys Gly 

Glu 

Arg 

Gin 

Leu 

Tyr 

Cys 

Tyr 

Glu 

Val 

290 





295 





Ala Leu 

Ser 

Pro 

Val 

Thr 

Gin 

Cys 

Val 

Leu 

Glu 

305 




310 





315 

Ala Ala 

Leu 

Val 

Pro 

Arg 

Gin 

Ala 

Leu 

Ala 

Val 




325 





330 



<210> 2949 
<211> 880 
<212> DNA 
<213> Homo sapiens 

<4 00> 2949 

actagtatca ctcctcccag tggagccttt tctggggatt 
60 

acattctgaa tcacttgctt gatgattgtt attgggatta 
120 

ggcactgtgt ggtcttggtc ataggtactt tggattttcc 
180 

acaacagtct tgtgattgaa aatcttactc caaattccac 
240 

ccaaattcat aaactgtgtt gggctttagg ttttccacaa 
300 

atttgaaaaa tccacttctt ttctttatcc ttttctcgat 
360 

tcattgggac agtgacttgg caatgtccag tcatggtgtg 
420 

gacaggaaga ctgagctcgg tgtcagagtg ccaaccacca 
480 

cgagttttac ctgaacatga cttcttttga cttggaggtg 
540 

agatatttcg gctctgcatc aactatagct tctgtgaatt 
600 

aagtactggt ttggtgatac attgctgcca tatcccagga 
660 

tttggacttg gacgcaagaa cttcaagagg atggagtcac 
720 

ttgaggtttg gccttttacc ttttggcaat ttctgtgcat 
780 


Asp Gly 

Phe Asp 
205 
Glu Asn 
220 

Leu Val 

Trp Asp 

Thr Ser 

Leu Val 
285 
Val Pro 
300 

Ser Val 
Met 


175 

Ala Leu Val 
190 

Pro Arg Thr 

Ser Arg Asp 

Ser Thr Gly 
240 

Thr Arg Phe 
255 

Leu Gly Cys 
270 

Leu Ala Gly 

Gin Gin Pro 

Leu Arg Gly 
320 


tagctgaatc 

gtttccttgg 

catttacttt 

cttccacatt 

ttgtttcagg 

agcgaattgt 

ggttgatgag 

gctgcagagg 

gagcaggtcg 

tcccttcagc 

gaagaccttc 

ttgtggtatt 

ttcccagggc 


cttgtgagta 

gacatatgct 

tttacttcca 

gtctttcact 

ggctggacag 

ataaaatctg 

gaaaccccag 

tttgcgagaa 

cacaactatc 

gggaagaggg 

aagctttaca 

gatgtggact 

tagtgtaata 
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cttccacaga gaagtagaca ccccaaactg gagagcatgt tgcatttgcc acctcgcatg 
840 

gggaatgatg ctggtgggtg cctcgcaacc ctggagctga 
880 

<210> 2950 
<211> 279 
<212> PRT 

<213> Homo sapiens 


<400> 2950 


Met 

Arg 

Gly Gly 

Lys 

Cys 

Asn 

Met 

Leu 

Ser 

Ser 

Leu 

Gly 

Cys 

Leu 

Leu 

1 




5 





10 





15 


Leu 

Cys 

Gly Ser 

lie 

Thr 

Leu 

Ala 

Leu Gly 

Asn 

Ala 

Gin 

Lys 

Leu 

Pro 




20 





25 





30 



Lys 

Gly 

Lys 

Arg 

Pro. 

Asn 

Leu 

Lys 

Val 

His 

lie 

Asn 

Thr 

Thr 

Ser 

Asp 



35 





40 





45 




Ser 

lie 

Leu 

Leu 

Lys 

Phe 

Leu 

Arg 

Pro 

Ser 

Pro 

Asn 

Val 

Lys 

Leu 

Glu 


50 





55 





60 





Gly Leu 

Leu 

Leu 

Gly Tyr 

Gly 

Ser 

Asn 

Val 

Ser 

Pro 

Asn 

Gin 

Tyr 

Phe 

65 





70 





75 





80 

Pro 

Leu 

Pro 

Ala 

Glu Gly 

Lys 

Phe 

Thr 

Glu 

Ala 

lie 

Val 

Asp 

Ala 

Glu 





85 





90 





95 


Pro 

Lys 

Tyr 

Leu 

lie 

val 

Val 

Arg 

Pro 

Ala 

Pro 

Pro 

Pro 

Ser 

Gin 

Lys 




100 





105 





110 



Lys 

Ser 

Cys 

Ser 

Gly Lys 

Thr 

Arg 

Ser 

Arg 

Lys 

Pro 

Leu 

Gin 

Leu 

Val 



115 





120 





125 




Val Gly 

Thr 

Leu 

Thr 

Pro 

Ser 

Ser 

Val 

Phe 

Leu 

Ser 

Trp 

Gly 

Phe 

Leu 


130 





135 





140 





He 

Asn 

Pro 

His 

His 

Asp 

Trp 

Thr 

Leu 

Pro 

Ser 

His 

Cys 

Pro 

Asn 

Asp 

145 





150 





155 





160 

Arg 

Phe 

Tyr 

Thr 

lie 

Arg 

Tyr 

Arg 

Glu 

Lys 

Asp 

Lys 

Glu 

Lys 

Lys 

Trp 





165 





170 





175 


lie 

Phe 

Gin 

lie 

Cys 

Pro 

Ala 

Pro 

Glu 

Thr 

lie 

Val 

Glu 

Asn 

Leu 

Lys 




180 





185 





190 



Pro 

Asn 

Thr 

Val 

Tyr Glu 

Phe 

Gly 

Val 

Lys 

Asp 

Asn 

Val 

Glu 

Gly 

Gly 



195 





200 





205 




lie 

Trp 

Ser 

Lys 

lie 

Phe 

Asn 

His 

Lys 

Thr 

Val 

Val 

Gly 

Ser 

Lys 

Lys 


210 





215 





220 





val 

Asn 

Gly Lys 

lie 

Gin 

Ser 

Thr 

Tyr Asp 

Gin 

Asp 

His 

Thr 

Val 

Pro 

225 





230 





235 





240 

Ala 

Tyr 

Val 

Pro 

Arg 

Lys 

Leu 

lie 

Pro 

lie 

Thr 

lie 

He 

Lys 

Gin 

Val 





245 





250 





255 


lie 

Gin 

Asn 

Val 

Thr 

His 

Lys 

Asp 

Ser 

Ala 

Lys 

Ser 

Pro 

Glu 

Lys 

Ala 




260 





265 





270 



Pro 

Leu 

Gly Gly 

Val 

lie 

Leu 











275 


<210> 2951 . 

<211> 3478 
<212> DNA 

<213> Homo sapiens 
<4 00> 2951 


2180 



WO 00/58473 


PCT/U S00/0862 1 


aaatgaggct 

60 

gcactgaggc 

120 

ccccctggcc 

180 

gagcccagtg 
24 0 

aggccatgga 

300 

agccaagcag 

360 

gcaaggacca 

420 

ggagctgttg 

480 

ttcatttacc 

540 

ttcattgtgc 

600 

gtgcttctgg 

660 

aagcagaagc 

720 

agcgaggtga 

780 

tacatgcagc 

840 

ctggagaaca 

900 

gacctggagc 

960 

gcgcagcttg 

1020 

ccagcagctc 

1080 

tctaccaacg 

1140 

atgcccactc 

1200 

tgcctgcagg 

1260 

aacaccaacc 

1320 

gtcatccaga 

1380 

caagggtttg 

1440 

acgaaccaag 

1500 

tttgcagaat 

1560 

gggcgctacc 

1620 


gctgcggacg 

agcggctgac 

agccctggcc 

aggcagggct 

caggctgccc 

gagggaagag 

tgaggccact 

caggccagga 

taaacaggta 

cccagcagcg 

agaaccgagt 

ggcagatcga 

agctgctgcg 

tcctgcacga 

ggatcctgaa 

acaagttcca 

aggagcactg 

cacctcgggt 

agatccagag 

tcaccagcct 

ccctggagga 

gcctcatgca 

gacgcctgga 

ggaacattga 

gcaactacaa 

acgccagttt 

atggcaatgc 


gcctgaggat 

gctactgtga 

ccagcctctg 

gcttggcagc 

cgctgacggc 

gctttcatag 

gtgcgtgaca 

ggacggtttt 

caagcgggcg 

ggtcacgggt 

gcataagcag 

gacgctgcag 

caaggagagc 

gatcatccgc 

ccagacagct 

gcacctggct 

ccagagggtg 

ctaccaacca 

tgaccagaac 

cccatcttcc 

tggccacgac 

ggtgtggtgc 

tggctctgtt 

tggcgaatac 

actcctggtg 

ccgcctggaa 

gggtgactcc 


ggaccccaag 

gggaaagaag 

ccggagccct 

caccggcctg 

cagggtgaag 

attctattca 

tgctggtggc 

gagggcactg 

ggcgagtccc 

gccatctgcg 

gagctagagc 

cagctggtgg 

cgcaacatga 

aagcgggaca 

gacatgctgc 

atgctggccc 

ccctcggcca 

cccacctaca 

ctgaaggtgc 

accgacaagc 

accagctcca 

gaccagagac 

aacttcttca 

tggctgggcc 

accatggagg 

cctgagagcg 

tttacatggc 


ccctggacct 

gttgtgagca 

ctgtggaggc 

caactcagga 

catgtgagga 

caaagaataa 

tcggactgct 

aggagggctc 

aggacaagtg 

tcaactccaa 

tgctcaacaa 

aggtggacgg 

actcgcgggt 

acgcgttgga 

agctggccag 

acaaccaatc 

ggcccgtccc 

accgcatcat 

tgccaccccc 

cgtcgggccc 

tctacctggt 

acgaccccgg 

ggaactggga 

tggagaacat 

actggtccgg 

agtattataa 

acaacggcaa 


gccgagcgtg 

gccccgcagg 

agagcagtgc 

acccctccag 

gccgccccgg 

ccaccatttt 

ggctgccatg 

gccaagagag 

cacctacacc 

ggagcctgag 

tgagctgctc 

cggcattgtg 

cacgcagctc 

gctctcccag 

caagtacaag 

agagatcatc 

ccagccaccc 

caaccagatc 

tctgcccact 

atggagagac 

gaagccggag 

gggctggacc 

gacgtacaag 

ttactggctg 

ccgcaaagtc 

gctgcggctg 

gcagttcacc 
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accctggaca gagatcatga 
1680 

tggtggtata acgcctgtgc 
1740 

taccggagcc gctaccagga 
1800 

ctcaagaaag tggtgatgat 
1860 

ccctcctgac ctctcgtggc 
1920 

aaagaacaac tcctcaccag 
1980 

tttccgaagt cactgcagcg 
2040 

tactttcctt cacaccagac 
2100 

ctctttcttt aaataaatta 
2160 

atatacatgt gtatgagcct 
2220 

agatatacat cacatgtgat 
2280 

tacacatata ttcagttctc 
2340 

aaagcatttc attagtgttg 
2400 

tcaactgaaa ggatcaccct 
2460 

gctaatctct cacatagagg 
2520 

tttcaaaatc cctcccccca 
2580 

ccatcaccca cttatccctt 
2640 

cctggccact cactgcagtt 
2700 

actccttgcc ttttctgtcg 
2760 

gtaggaaaca ctccgggctc 
2820 

caccggccgt atagataatg 
2880 

aggtcatttg agtcttcaca 
2940 

agaagtcatc agatcatcag 
3000 

ggctgactag agtccgcatc 
3060 

aaaatgaaaa caggccactt 
3120 

tgatgcactg cagcatggtg 
3180 

actcccggga ctattgccaa 
3240 


tgtctacaca ggaaactgtg 
ccactccaac ctcaacgggg 
cggagtctac tgggctgagt 
gatccgaccg aaccccaaca 
cattgccagg agcccaccct 
ttcatcctga ggctgggagg 
gatgatggaa ctgaatcgat 
agcccctcat gtctccagga 
agtctctaca ataaaaacac 
cccttgtgca cgtatgtgta 
atatctagat ccatatatag 
agatgttgaa gctgtcacca 
tattacttga gtctaagggt 
tggcatctgt gtgcctggat 
ttcccagctt cttaagaacc 
cattttcata cttttcccca 
catttgacac cattcattaa 
caaggccccc tttccgctct 
cacagcccct tctttccagg 
caggtttctg gttgggaagg 
tactcgcagt tttgtatctt 
caaataataa cctatctggc 
agcccccaga tggctacaga 
tcatctccaa actacacttc 
ctcaggagtt gaataatcag 
gctttctgag tcctgttggc 
gaaggggcaa gggatgagtc 


cccactacca gaagggaggc 
tctggtaccg cgggggccat 
tccgaggagg ctcttactca 
ccttccacta aigccagctcc 
ggtcacgctg gccacagcac 
accgggatgc tggattctgt 
acggtgtttt ctgtccctcc 
caggacagga ctacagacaa 
aactgcaaag taccttcata 
taccacatat atatgcattt 
gtttgcctta gatacctaaa 
gcagctttgc tcttaggaga 
agatcacaga ctgtgtggtc 
tcttccagaa tgtctacaat 
ccttttggca cctaatcaaa 
ttctcaggac ttttcaccat 
gtgccttctg tgtgtcagtc 
gctgtactcc tcgcctacct 
cgagattcct cagcttctga 
gaaggccagg ccaaaagctc 
ccattcatac tttaacctac 
caggagaatt atctcagaac 
ccagagattc cacgctctca 
cctggagaac aagtgccaca 
gggtcaccgg accccttggt 
caccaagtgt cagcctcagc 
aagaaggtga gacccttccc 
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ggtgggcacg tgggccaggc tgtgtgagat 
3300 * 

tgtgtgccta ttacctcagc atttctcaca 
3360 

taaaagggag ggttttttta aaaatatatt 
3420- 

gcaataaaag ccatcagtgc tatttggatg 
3478 


gttggatgtt tggtactgtc catgtctggg 
aagtgtacca tgtagcatgt tttgtgtata 
cccagattat ccttgtaatg acacgaatct 
tatctacaaa aaaaaaaaaa aaaaaaaa 


<210> 2952 
<211> 493 
<212> PRT 

<213 > Homo sapiens 


<4 00> 2952 

Met Arg Pro Leu Cys Val Thr Cys 
1 5 

Met Gly Ala Val Ala Gly Gin Glu 
20 

Gly Ser Pro Arg Glu Phe He Tyr 
35 40 

Glu Ser Gin Asp Lys Cys Thr Tyr 
50 55 

Val Thr Gly Ala lie Cys Val Asn 
65 70 

Glu Asn Arg Val His Lys Gin Glu 
85 

Leu Lys Gin Lys Arg Gin lie Glu 
100 

Asp Gly Gly lie Val Ser Glu Val 
115 120 

Asn Met Asn Ser Arg Val Thr Gin 
130 135 

lie lie Arg Lys Arg Asp Asn Ala 
145 150 

Arg lie Leu Asn Gin Thr Ala Asp 
165 

Lys Asp Leu Glu His Lys Phe Gin 
180 

Gin Ser Glu lie lie Ala Gin Leu 
195 200 

Ser Ala Arg Pro Val Pro Gin Pro 
210 215 

Tyr Gin Pro Pro Thr Tyr Asn Arg 
225 230 

Glu lie Gin Ser Asp Gin Asn Leu 
245 

Thr Met Pro Thr Leu Thr Ser Leu 
260 

Gly Pro Trp Arg Asp Cys Leu Gin 
275 280 

Ser Ser lie Tyr Leu Val Lys Pro 


Trp Trp Leu Gly Leu Leu Ala Ala 
10 15 

Asp Gly Phe Glu Gly Thr Glu Glu 
25 30 

Leu Asn Arg Tyr Lys Arg Ala Gly 
45 

Thr Phe lie Val Pro Gin Gin Arg 
60 

Ser Lys Glu Pro Glu Val Leu Leu 
75 80 
Leu Glu Leu Leu Asn Asn Glu Leu 
90 95 

Thr Leu Gin Gin Leu Val Glu Val 
105 HO 

Lys Leu Leu Arg Lys Glu Ser Arg 
125 

Leu Tyr Met Gin Leu Leu His Glu 
140 

Leu Glu Leu Ser Gin Leu Glu Asn 
155 160 

Met Leu Gin Leu Ala Ser Lys Tyr 
170 175 

His Leu Ala Met Leu Ala His Asn 
185 190 

Glu Glu His Cys Gin Arg Val Pro 
205 

Pro Pro Ala Ala Pro Pro Arg Val 
220 

lie lie Asn Gin lie Ser Thr Asn 
235 240 

Lys Val Leu Pro Pro Pro Leu Pro 
250 255 

Pro Ser Ser Thr Asp Lys Pro Ser 
265 270 

Ala Leu Glu Asp Gly His Asp Thr 
285 

Glu Asn Thr Asn Arg Leu Met Gin 


290 295 300 

Val Trp Cys Asp Gin Arg His Asp Pro Gly Giy Trp Thr Val lie Gin 
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305 




310 




315 

Arg Arg 

Leu 

Asp 

Gly 

Ser 

Val 

Asn Phe 

Phe Arg 




325 




330 


Lys Gin 

Gly 

Phe 

Gly 

Asn 

lie 

Asp Gly Glu 

Tyr 



340 




345 



Asn He 

Tyr 

Trp 

Leu 

Thr 

Asn 

Gin Gly 

Asn 

Tyr 


355 





360 



Met Glu 

Asp 

Trp 

Ser 

Gly Arg 

Lys Val 

Phe 

Ala 

370 





375 




Arg Leu 

Glu 

Pro 

Glu 

Ser 

Glu 

Tyr Tyr 

Lys 

Leu 

385 




390 




395 

His Gly 

Asn 

Ala 

Gly 

Asp 

Ser 

Phe Thr 

Trp 

His 




405 




410 


Thr Thr 

Leu 

Asp 

Arg 

Asp 

His 

Asp Val 

Tyr 

Thr 



420 




425 



Tyr Gin 

Lys 

Gly 

Gly 

Trp 

Trp 

Tyr Asn 

Ala 

Cys 


435 





440 



Asn Gly 

Val 

Trp 

Tyr 

Arg Gly 

Gly His 

Tyr Arg 

450 





455 




Gly Val 

Tyr 

Trp 

Ala 

Glu 

Phe 

Arg Gly Gly 

Ser 

465 




470 




475 

Val Val 

Met 

Met 

lie 

Arg 

Pro 

Asn Pro 

Asn 

Thr 




485 




4 90 



<210> 2953 
<211> 1377 
<212> DNA 

<213> Homo sapiens 
<400> 2953 

nnggctcagg ctgcgggaaa 
60 

cgagctcgag cagccaaccc 
120 

gagcacttcc tggagcaaag 
180 

accggggtgg agaagcggta 
240 

ctgttcggct acggagcgtc 
300 

gcctcaatca aagctatcga 
360 

tgggtggtgt acgccctgtt 
420 

ttccctttct actacgtggg 
480 

tggaacgggg ctctcatgct 
540 

ggggccgtag acagaatcat 
600 

ataaccagga acgtcaagcc 
660 

ctgagcctca caaggacctc 
720 


gcggtgcgcg tgcagcgggg 
cgggcgcgtc ggggccatgg 
gaacctggtc accgaagtgc 
tctggctgca ggagccgtca 
tctgctgtgc aatctcatcg 
gagcccaagc aaggacgacg 
tgggotggco gagttcttca 
caagtgcgcc ttcctgttgt 
gtatcagcgc gtcgtgcgtc 
gaacgacctc agcgggcgag 
aagccagacc ccgcagccga 
ctggctggtg aggagggggc 


Asn 

Trp 

Glu 

Thr 

320 

Tyr 

Trp 

Leu 

Gly 

335 

Leu 

Glu 

Lys 

Leu 

350 

Leu 

Val 

Thr 

Glu 

365 

Tyr 

Ala 

Ser 

Phe 

380 

Arg 

Leu 

Gly 

Arg 

Tyr 

Asn 

Gly 

Lys 

Gin 

400 

Phe 

Gly 

Asn 

Cys 

415 

Ala 

His 

Ala 

His 

430 

Ser 

Asn 

Leu 

Ser 

445 

Arg 

Tyr 

Gin Asp 

460 

Tyr 

Ser 

Leu 

Lys 

Lys 

Phe 

His 



480 


tgggtgccct ggtccgcggg 
acggcctgag gcagcgcgtg 
tgggggcgct ggaggccaag 
ctctgctaag cctgtatctg 
gatttgtgta ccccgcatat 
acactgtgtg gctcacctac 
gcgatctact cctgtcctgg 
tctgcatggc tcccaggccc 
cgctgttcct aaggcaccac 
ccctggacgc ggcggccgga 
aggacaagtg aagcagcccc 
cgcgccaggc tcccaggcct 


2184 



WO 00/58473 


PCT/US00/08621 


ccacagagtc ttcagcgcat cccccaacag cagcccctgc cagtccctcg ggtccaggca 
780 

aggccctggg ggtctcctta aatgccacct cgggcaagtc ccagtcccag tcctcggcca 
840 

cccccagctc tggatcccag ggccagctgc cctctggctc tggctgtggc tcccgcctgt 
900 

ccggcagggc ccagggccag cgtcgggcac agggcagctc ccactggtct cggcaacaca 
960 

cccagccgcc tggtacttcc tccagcccct cccagtcagc cctcccgtcc tcggggcccc 
1020 

tgcagccacc caacgtcacc tccagcccgg tctcacccat ggtccagtct cccagcagca 
1080 

gcaacatccc cacgcagccc cccagcaagt cctctggcaa gccggaggac gcagccccca 
1140 

agaccagcgg acagcgccag aaggaatcgt cgaaacagcc tgccagcagc gcctcagtgc 
1200 

ccgagctggt cccctgccat tccgggacct ctctggagta cacttcggag tccaccaccg 
1260 

agatcacctg cagctggcca caccacaggc ccccgtgcct gcagcactac tggtgcctga 
1320 

aacacctggc ctgctaggag gctccaataa agctaacccg gaccagaaaa aaaaaaa 
1377 

<210> 2954 
<211> 181 
<212> PRT 

<213 > Homo sapiens 
<400> 2954 


Leu 

Arg 

Gin 

Arg 

Val 

Glu 

His 

Phe 

Leu 

Glu 

Gin 

Arg 

Asn 

Leu 

Val 

Thr 

1 



5 





10 





15 


Glu 

val 

Leu 

Gly 

Ala 

Leu 

Glu 

Ala 

Lys 

Thr 

Gly 

Val 

Glu 

Lys 

Arg 

Tyr 




20 





25 





30 



Leu 

Ala 

Ala 

Gly 

Ala 

Val 

Thr 

Leu 

Leu 

Ser 

Leu 

Tyr 

Leu 

Leu 

Phe 

Gly 



35 





40 





45 




Tyr 

Gly 

Ala 

Ser 

Leu 

Leu 

Cys 

Asn 

Leu 

lie 

Gly 

Phe 

Val 

Tyr 

Pro 

Ala 


50 





55 





60 





Tyr 

Ala 

Ser 

lie 

Lys 

Ala 

lie 

Glu 

Ser 

Pro 

Ser 

Lys 

Asp 

Asp 

Asp 

Thr 

65 





70 





75 





80 

Val 

Trp 

Leu 

Thr 

Tyr 

Trp 

val 

Val 

Tyr 

Ala 

Leu 

Phe 

Gly 

Leu 

Ala 

Glu 





85 





90 





95 


Phe 

Phe 

Ser 

Asp 

Leu 

Leu 

Leu 

Ser 

Trp 

Phe 

Pro 

Phe 

Tyr 

Tyr 

Val 

Gly 




100 





105 





110 



Lys 

Cys 

Ala 

Phe 

Leu 

Leu 

Phe 

Cys 

Met 

Ala 

Pro 

Arg 

Pro 

Trp 

Asn 

Gly 



115 





120 





125 




Ala 

Leu 

Met 

Leu 

Tyr 

Gin 

Arg 

Val 

Val 

Arg 

Pro 

Leu 

Phe 

Leu 

Arg 

His 


130 





135 





140 





His 

Gly 

Ala 

Val 

Asp 

Arg 

lie 

Met 

Asn 

Asp 

Leu 

Ser 

Gly 

Arg 

Ala 

Leu 

145 





150 





155 





160 

Asp 

Ala 

Ala 

Ala 

Gly 

He 

Thr 

Arg 

Asn 

Val 

Lys 

Pro 

Ser 

Gin 

Thr 

Pro 





165 





170 





175 


Gin 

Pro 

Lys 

Asp 

Lys 















180 
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<210> 2955 

<211> 295 

<2 12> DNA 

<213> Homo sapiens 

<400> 2955 

acgcgtgaag gggtgagaat atgttttccc tggctcaact taccacacct caatgcctac 
60 

agatgtgtta tcacctaact gttcacttgt ttctgtcatg tgttttcatg tccatttcac 
120 

aaggcatgcc ctgcccctgt ctcactttcc ccttattctg gcatatcaac tcgtatttcc 
180 

caatttccca ctataaaggg catacagtgc taccacttcc tctctcctcc aaaatagctt 
240 

ctccaccatt ctcactcatt atagggatta gcaagcaagc cgctgctcaa gccag 
295 

<210 > 2956 
<211> 91 
<212> PRT 

<213 > Homo sapiens 
<400> 2956 

Met Phe Ser Leu Ala Gin Leu Thr Thr Pro Gin Cys Leu Gin Met Cys 
1 5 10 15 

Tyr His Leu Thr Val His Leu Phe Leu Ser Cys Val Phe Met Ser lie 
20 25 30 

Ser Gin Gly Met Pro Cys Pro Cys Leu Thr Phe Pro Leu Phe Trp His 
35 40 45 

He Asn Ser Tyr Phe Pro lie Ser His Tyr Lys Gly His Thr Val Leu 
50 55 60 

Pro Leu Pro Leu Ser Ser Lys lie Ala Ser Pro Pro Phe Ser Leu lie 
65 70 75 80 

lie Gly lie Ser Lys Gin Ala Ala Ala Gin Ala 
85 90 

<210> 2957 

<211> 4724 

<212> DNA 

<213> Homo sapiens 

<400> 2957 

ctgaattgaa caacagtctt catccaacac tccaaaccag ttggcagggt aggacccttg 
6 0 

gtgtggggtg ttggatgaag actgttgttc aattcagggg ccggtggggc tgagggtttc 
120 

tgtgggggaa gacctgatac cgccaggccc cgaagccctt caggagccag tcggtggggg 
180 

tcctcactta cagggtaaaa acggggtctc tgaggtgggc cctgaccagg aaacgctgag 
240 

ccgggacctc gcgtgattct cggaacccga ggagaagcgg cgtccggggc tatggctgtg 
300 

actctggaca aagacgctta ttatcggcga gtgaagagac tgtacagcaa ttggcggaaa 
360 
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ggagaagatg agtatgccaa 
420 

attgtttatg ccaaatcaac 
480 

actatcatgg tcttttgtga 
540 

ttcttgaaac agattgccaa 
600 

acactgctaa tacgagaaaa 
660 

gccattaaag aaagcaagaa 
720 

ggagagttca tgaagagctg 
780 

atcagtgcag ttgtggcata 
840 

aagaaagcag ccagcatcac 
900 

gaaatagttg atgcagatga 
960 

gccattgaag agaaaaaata 
1020 

cctcctatca ttcagagtgg 
1080 

aatcatatgc actttggggc 
1140 

tccaaccttg ttcgcacttt 
1200 

tttttgctcc agcttcaaga 
1260 

gacgtgtata acgctgtcat 
1320 

attaccaaaa acctagggtt 
1380 

aatagcaaaa atcaatacaa 
1440 

tcagacctga ctaacaagga 
1500 

ggtgacacag tgcttgtgga 
1560 

aaagtgaaga atgtggggat 
1620 

aaagatgagg cagaggacct 
1680 

acaagaaatg aaatgactgc 
1740 

caactcaatg aagaagcaaa 
.1800 

aaagctcgca agtctaatgt 
1860 

attcgggaaa tgaagatcta 
1920 

ggcattgcaa caccgtttca 
1980 


cgttgatgcc attgttgtat 
tgccttacag acatggctct 
tgacaaaatc atctttatgg 
cactaagggc aatgagaatg 
gaatgaaagt aataagagta 
tggcaagaag attggagtgt 
gaatgactgc ctcaacaaag 
taccatcgct gtgaaggagg 
ttctgaagtc ttcaacaaat 
gaaagttcga cacagcaaac 
ccttgctggg gcagaccctt 
tggcaactat aatctcaagt 
tatcacttgt gccatgggta 
gatggttgat ccttctcaag 
ggagctgctg aaggaattaa 
ggacgtggtt aaaaagcaga 
tgggatggga attgaattcc 
actgaagaaa ggaatggttt 
ggggaaaaag cccgaagaga 
tgaggatggc ccagctactg 
tttcctaaag aatgaagatg 
tttgggaaga ggttctcggg 
agaagagaag cgaagagcac 
gaggcgattg actgaacaaa 
gtcctataaa aacccatctc 
catcgataag aaatatgaga 
cattgccaca atcaagaata 


cagtgggtgt tgatgaagaa 
ttggttatga actaactgat 
ccagcaagaa aaaagtggag 
ctaatggagc ccctgccatc 
gctttgacaa aatgattgaa 
tcagcaaaga caaattccct 
aaggctttga caaaatagat 
atggggagct caacctaatg 
tcttcaagga aagagtcatg 
tggctgagtc tgtggaaaag 
ctactgtgga aatgtgttac 
tcagtgtggt gagtgacaag 
ttcgcttcaa gtcttactgc 
aagttcaaga aaattataac 
gacatggtgt gaagatatgt 
agccagaact gctgaacaaa 
gtgaaggctc cctagtaatc 
tcagcatcaa tttaggattc 
aaacctatgc cctgttcatt 
ttctcacttc tgtgaagaag 
aggaagaaga ggaggaggag 
cagcattact tacagaaaga 
atcagaaaga actagcggct 
agggagaaca gcagattcag 
tgatgcctaa ggaaccgcat 
ctgtaataat gcccgtgttt 
taagtatgtc cgtggaagga 


2187 



WO 00/58473 


PCT/US00/0862 1 


gattatactt acttgcgaat 
2040 

ggcaacatct ttcctaaccc 
2100 

aatattaagg cacccggaga 
2160 

attattaaag aagtacagaa 
2220 

ggcattgtaa aacaagactc 
2280 

gatctataca ttcgcccaaa 
2340 

gtcaatggct tccgcttcac 
2400 

attaagcatg ctttgttcca 
2460 

ctcaagaatg ccatcatgtt 
2520 

gtgggagaga taaccacgga 
. 2580 

tatgctgagc agatggaacg 
2640 

attgagaaag tagaggctct 
2700 

ttgggattta acggagctcc 
2760 

ctggtaaatg ctacggaatg 
2820 

cactttgagc gggtccagtt 
2880 

tacagcaaga aagtgaccat 
2940 

gaatggttga attcctgcga 
3000 

aaaatcatga agaccattgt 
3060 

trtcctggagc ctgagggtga 
3120 

gaagatgaga cttttaatcc 
3180 

gaagattatt catcagaagc 
3240 

gaagagagtg gaaaggattg 
3300 

agtcgttacg aggaagaaga 
3360 

gtgcacagtt cgggccgtgg 
3420 

aaaaagagga agtaacttct 
3480 

ctgaaaattt tacatgacat 
3540 

ccatttgtgt ttatgggttt 
3600 


caacttttat tgcccaggca 
tgaagcgact tttgtcaagg 
acagacagta ccagccttga 
acgttataaa actcgagaag 
actggtgatc aatctaaacc 
tattgcccaa aagaggatgc 
atctgttcga ggagacaaag 
gccctgtgat ggagaaatga 
tgggaagaag cggcacacgg 
cttggggaaa catcagcata 
agaaatgagg cacaaactga 
aactaaggag gaactggaat 
ctataggagt acctgcctcc 
gccacctttt gtggtgacat 
tcacctgaag aactttgata 
gatcaacgcc attcctgtag 
cctgaaatac acagaaggag 
tgatgaccct gagggcttct 
ggggagtgat gctgaagaag 
ttcagaagat gactatgaag 
agaagagtca gactattcta 
ggatgaactg gaggaagaag 
agaacaaagt cgaagtatga 
ctctaaccgt ggttccagac 
gaactttggc cctgagctcc 
agaaactgta tttttccttt 
agggggccat ttgtgtggac 


gtgctctggg caggaatgaa 
aaattacata ccgagcatca 
accttcagaa tgctttccga 
ctgaagagaa agagaaggag 
ggagtaatcc gaaactgaaa 
aaggctcact ggaggcccat 
tggatatttt gtacaataat 
ttattgtctt gcactttcac 
atgtgcagtt ctacacagaa 
tgcatgaccg agatgacctc 
aaacagcctt taaaaatttc 
ttgaagtgcc ttttagggac 
ttcagcccac tagtagtgcg 
tggatgaggt agagctgatc 
tggtaatcgt ctacaaggac 
cctctcttga ccccatcaag 
tacagtccct caactggact 
tcgaacaagg tggctggtct 
gggattcaga gtctgaaatt 
aggaagagga ggacagtgat 
aggagtcatt gggtagtgaa 
cccgaaaagc ggaccgagaa 
gccggaagag gaaggcatct 
acagctctgc accccccaag 
attcttcctc cagctaaccc 
cgttttcatt tgaagttttg 
caatctactc ggggaattcc 
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aggcccacca ggacacgtgc caatggcccc attcagatgg caagggagga ggtgttcttg 
3660 

aagacaggag gaggctcccg ctgttaataa atattgtttc attcttctct cttcctgtca 
3720 

ccttctgcca agacattgat ggcttctgac atcttatttg gtgtctcaaa gctgtatttc 
3780 

caagacagtg gtacaaggtg acccttaatt acccgtatca tggttcttga ccagcacatt 
3840 

caatcctcca acctacccta ctgccatgac cttccgcaca tctctaagtt ttatctttgc 
3900 

aatactcaag gttctcggaa atttgctaat ggttgtgata aaccatacag cttgagccag 
3960 

tgaggcagat tgggctggtg ccttcgtctg agttttcctg ctttcctgcc tcgtgcagat 
4020 

tctgaggtat atctgctgcc ttggaagaca taagaagcag tgatactccc tggctcggtt 
4080 

attttctcca tacaatgcac acatggtaca atgatagaag gcaaaattgc cactgtcttc 
4140 

ttttttttct catatatcta aggaagatat atcaggttgt gcctcatgta ccgcttctag 
4200 

tgaaatgtag aggaaggctc aaaggagtca acatttagat ctggaaggga caagtcatgc 
4260 

cttgggccta gaataccctg atgagaaaag agaagaggaa gggaggccat atctacaaca 
4320 

cagcctctcg gcactgctgc tccttatttt aactttgtct tgcattgtcc tgtatttatc 
4380 

acagtttctg ttgaacagct tttcaagtat ttggggagtt tatcttgcca tcctcccctt 
4440 

ctggttctct gcacccacct gtcccactgc agttccttcc gtgctctgtg actttaagag 
4500 

aagaaggggg gaggggtccc ggattttatg tttgtttgtt ttttctcctt agcagtagga 
4560 

cttgatattt tcaattttgg aagaactaaa agatgaataa actgggtttt ttttgttgtt 
4620 

tgtttttgta aaaaaaaaaa aaaaaaaaaa aaccaaaaaa attaaaaaaa aaaaaaaaaa 
4680 

aaaaaccccc caaggggccc ccccccgaaa aaaaaaaaaa aaaa 
4724 

<210> 2958 
<211> 1047 
<212 > PRT 

<213 > Homo sapiens 
<400> 2958 

Met Ala Val Thr Leu Asp Lys Asp Ala Tyr Tyr Arg Arg val Lys Arg 
1 5 10 15 

Leu Tyr Ser Asn Trp Arg Lys Gly Glu Asp Glu Tyr Ala Asn Val Asp 
20 25 30 

Ala lie Val Val Ser Val Gly Val Asp Glu Glu lie Val Tyr Ala Lys 
35 40 45 

Ser Thr Ala Leu Gin Thr Trp Leu Phe Gly Tyr Glu Leu Thr Asp Thr 
50 55 60 
lie Met Val Phe Cys Asp Asp Lys lie He Phe Met Ala Ser Lys Lys 
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65 





70 



Lys 

Val 

Glu 

Phe 

Leu 

Lys 

Gin 

lie 





85 




Ala 

Asn 

Gly Ala 

Pro 

Ala 

lie 

Thr 




100 





Ser 

Asn 

Lys 

Ser 

Ser 

Phe 

Asp 

Lys 



115 





120 

Lys 

Asn Gly Lys 

Lys 

lie 

Gly 

Val 


130 





135 


Glu 

Phe 

Met 

Lys 

Ser 

Trp 

Asn 

Asp 

145 





150 



Lys 

lie Asp 

lie 

Ser 

Ala 

val 

val 





165 




Asp 

Gly Glu 

Leu 

Asn 

Leu 

Met 

Lys 




180 





Val 

Phe 

Asn 

Lys 

Phe 

Phe 

Lys 

Glu 



195 





200 

Asp 

Glu Lys 

Val 

Arg 

His 

Ser 

Lys 


210 





215 


lie 

GlU 

Glu Lys 

Lys 

Tyr 

Leu 

Ala 

225 





230 



Met 

Cys 

Tyr 

Pro 

Pro 

lie 

lie 

Gin 





245 




Phe 

Ser 

Val 

val 

Ser 

Asp 

Lys 

Asn 




260 





Cys 

Ala 

Met Gly 

lie 

Arg 

Phe 

Lys 



275 





280 

Thr 

Leu 

Met 

Val 

Asp 

Pro 

Ser 

Gin 


290 





295 


Leu 

Leu 

Gin 

Leu 

Gin 

Glu 

Glu 

Leu 

305 





310 



Lys 

He 

Cys Asp 

Val 

Tyr 

Asn 

Ala 





325 




Lys 

Pro 

Glu 

Leu 

Leu 

Asn 

Lys 

lie 




340 





Gly 

lie 

Glu 

Phe Arg 

Glu 

Gly 

Ser 



355 





360 

Tyr 

Lys 

Leu 

Lys 

Lys 

Gly 

Met 

Val 


370 





375 


Asp 

Leu 

Thr 

Asn 

Lys 

Glu 

Gly 

Lys 

385 





390 



Leu 

Phe 

lie Gly 

Asp 

Thr 

Val 

Leu 





405 




Val 

Leu 

Thr 

Ser 

Val 

Lys 

Lys 

Lys 



- 

420 





Lys 

Asn 

Glu Asp 

Glu 

Glu 

Glu 

Glu 



435 





440 

Asp 

Leu 

Leu Gly Arg 

Gly 

Ser 

Arg 


450 





455 


Arg Asn 

Glu 

Met 

Thr 

Ala 

Glu 

Glu 

465 





470 



Leu 

Ala 

Ala 

Gin 

Leu 

Asn 

Glu 

Glu 





485 




Lys 

Gly 

Glu 

Gin 

Gin 

lie 

Gin 

Lys 


75 80 


Ala 

Asn 

Thr 

Lys 

Gly 

Asn 

Glu 

Asn 


90 





95 


Leu 

Leu 

lie 

Arg 

Glu 

Lys 

Asn 

Glu 

105 





110 



Met 

lie 

Glu 

Ala 

lie 

Lys 

Glu 

Ser 





125 




Phe 

Ser 

Lys 

Asp 

Lys 

Phe 

Pro Gly 




140 





Cys 

Leu 

Asn 

Lys 

Glu 

Gly 

Phe 

Asp 



155 





160 

Ala 

Tyr 

Thr 

lie 

Ala 

Val 

Lys 

Glu 


170 





175 


Lys 

Ala 

Ala 

Ser 

lie 

Thr 

Ser 

Glu 

185 





190 



Arg 

Val 

Met 

Glu 

lie 

Val 

Asp Ala 





205 




Leu 

Ala 

Glu 

Ser 

Val 

Glu 

Lys 

Ala 




220 





Gly 

Ala 

Asp 

Pro 

Ser 

Thr 

Val 

Glu 



235 





240 

Ser 

Gly Gly 

Asn 

Tyr 

Asn 

Leu Lys 


250 





255 


His 

Met 

His 

Phe 

Gly 

Ala 

lie 

Thr 

265 





270 



Ser 

Tyr 

Cys 

Ser 

Asn 

Leu 

Val 

Arg 





285 




Glu 

Val 

Gin 

Glu 

Asn 

Tyr 

Asn 

Phe 




300 





Leu 

Lys 

Glu 

Leu 

Arg 

His 

Gly Val 



315 





320 

Val 

Met 

Asp 

Val 

Val 

Lys 

Lys 

Gin 


330 





335 


Thr 

Lys 

Asn 

Leu 

Gly 

Phe 

Gly Met 

345 





350 



Leu 

Val 

lie 

Asn 

Ser 

Lys 

Asn 

Gin 





365 




Phe 

Ser 

lie 

Asn 

Leu 

Gly 

Phe 

Ser 




380 





Lys 

Pro 

Glu 

Glu 

Lys 

Thr 

Tyr Ala 



395 





400 

Val 

Asp 

Glu 

Asp 

Gly 

Pro 

Ala 

Thr 


410 





415 


Val 

Lys 

Asn 

Val 

Gly 

lie 

Phe 

Leu 

425 





430 



Glu 

Glu 

Glu 

Lys 

Asp 

Glu 

Ala 

Glu 





445 




Ala 

Ala 

Leu 

Leu 

Thr 

Glu 

Arg 

Thr 




460 





Lys 

Arg Arg 

Ala 

His 

Gin 

Lys 

Glu 



475 





480 

Ala 

Lys 

Arg 

Arg 

Leu 

Thr 

Glu 

Gin 


490 





495 


Ala 

Arg 

Lys 

Ser 

Asn 

Val 

Ser 

Tyr 
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500 


Lys Asn 

Pro 

515 

Ser 

Leu 

Met 

lie Tyr 

He 

Asp 

Lys 

Lys 

530 

He Ala 
545 

Thr 

Pro 

Phe 

His 

550 

Val Glu Gly Asp 

Tyr 

565 

Thr 

Ser Ala 

Leu Gly 
580 

Arg 

Asn 

Thr Phe 

Val 

595 

Lys 

Glu 

lie 

Gly Glu 

Gin 

Thr 

Val 

Pro 

610 

lie Lys 
625 

Glu 

Val 

Gin 

Lys 

630 

Glu Lys 

Glu Gly 

lie 

645 

Val 

Arg Ser 

Asn 

Pro 

660 

Lys 

Leu 

Gin Lys 

Arg 

675 

Met 

Gin Gly 

Phe Thr 

Ser 

Val 

Arg Gly 

690 

Lys His 
705 

Ala 

Leu 

Phe 

Gin 

710 

His Phe 

His 

Leu 

Lys 

725 

Asn 

Asp Val 

Gin 

Phe 

740 

Tyr 

Thr 

Lys His 

Gin 

755 

His 

Met 

His 

Glu Arg 

Glu 

Met 

Arg 

His 

770 

Glu Lys 
785 

Val 

Glu 

Ala 

Leu 

790 

Phe Arg 

Asp 

Leu 

Gly 

805 

Phe 

Leu Gin 

Pro 

Thr 

820 

Ser 

Ser 

Phe Val 

Val 

835 

Thr 

Leu 

Asp 

Gin Phe 
850 

His 

Leu 

Lys 

Asn 

Ser Lys 
865 

Lys 

Val 

Thr 

Met 

870 

Pro lie 

Lys 

Glu 

Trp 

885 

Leu 

Val Gin 

Ser 

Leu 

900 

Asn 

Trp 

Pro Glu Gly 
915 

Phe 

Phe 

Glu 

Gly Glu Gly Ser 

Asp 

Ala 


Pro 

Lys 

505 

Glu 

Pro 

His 

lie 

Tyr 

520 

Glu 

Thr 

Val 

lie 

Met 

535 

lie 

Ala 

Thr 

lie 

Lys 

540 

Asn 

Tyr 

Leu 

Arg 

lie 

555 

Asn 

Phe 

Glu 

Gly 

Asn 

570 

lie 

Phe 

Pro 

Thr 

Tyr 

585 

Arg 

Ala 

Ser 

Asn 

Ala 

600 

Leu 

Asn 

Leu 

Gin 

Asn 

615 

Arg 

Tyr 

Lys 

Thr 

Arg 

620 

Glu 

Lys 

Gin 

Asp 

Ser 

635 

Leu 

Val 

Lys 

Asp 

Leu 

650 

Tyr 

lie 

Arg 

Ser 

Leu 

665 

Glu 

Ala 

His 

Val 

Asp 

680 

Lys 

Val 

Asp 

lie 

Leu 

695 

Pro 

Cys 

Asp 

Gly 

Glu 

700 

Met 

Ala 

lie 

Met 

Phe 

715 

Gly 

Lys 

Glu 

Val 

Gly 

730 

Glu 

lie 

Thr 

Asp 

Arg 

745 

Asp 

Asp 

Leu 

Tyr 

Lys 

760 

Leu 

Lys 

Thr 

Ala 

Phe 

775 

Thr 

Lys 

Glu 

Glu 

Leu 

780 

Glu 

Asn 

Gly 

Ala 

Pro 

795 

Tyr 

Arg 

Ala 

Leu 

Val 

810 

Asn 

Ala 

Thr 

Glu 

Val 

825 

Glu 

Leu 

lie 

His 

Phe 

840 

Asp 

Met 

Val 

lie 

Val 

855 

lie 

Asn 

Ala 

lie 

Pro 

860 

Val 

Asn 

Ser 

Cys 

Asp 

875 

Leu 

Lys 

Thr 

Lys 

lie 

890 

Met 

Lys 

Thr 

Gin 

Gly 

905 

Gly 

Trp 

Ser 

Phe 

Glu 

920 

Glu 

Gly 

Asp 

Ser 

Glu 


PCT/US00/08621 


Arg 

510 

Glu 

Met 

Lys 

525 

Pro 

Val 

Phe 

Gly 

lie 

Ser 

Met 

Ser 

Tyr 

Cys 

Pro 

560 

Gly 

Asn 

Pro 

575 

Glu 

Ala 

lie 

590 

Lys 

Ala 

Pro 

605 

Ala 

Phe 

Arg 

lie 

Ala 

Glu 

Glu 

Lys 

lie 

Asn 

Leu 

640 

Asn 

Pro 

Asn 

655 

lie 

Ala 

Asn 

670 

Gly 

Phe 

Arg 

685 

Tyr 

Asn 

Asn 

lie 

He 

lie 

Val 

Leu 

Lys 

Arg 

His 

720 

Thr 

Thr 

Asp 

735 

Leu 

Gly 

Ala 

750 

Glu 

Gin 

Met 

765 

Lys 

Asn 

Phe 

lie 

Phe 

Glu 

Val 

Pro 

Ser 

Thr 

Cys 

800 

Leu 

Glu 

Trp 

815 

Pro 

Pro 

Phe 

830 

Glu 

Arg 

Val 

845 

Tyr 

Lys 

Asp 

Tyr 

Ala 

Ser 

Leu 

Asp 

Tyr 

Thr 

Glu 

880 

Gly 

lie 

Val 

895 

Asp 

Asp 

Leu 

910 

Glu 

Pro 

Glu 

925 

Ser 

Glu 

lie 

Glu 
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930 935 940 

Asp Glu Thr Phe Asn Pro Ser Glu Asp Asp Tyr Glu Glu Glu Glu Glu 

945 950 955 960 

Asp Ser Asp Glu Asp Tyr Ser Ser Glu Ala Glu Glu Ser Asp Tyr Ser 

965 970 975 

Lys Glu Ser Leu Gly Ser Glu Glu Glu Ser Gly Lys Asp Trp Asp Glu 
980 985 990 

Leu Glu Glu Glu Ala Arg Lys Ala Asp Arg Glu Ser Arg Tyr Glu Glu 
995 1000 1005 

Glu Glu Glu Gin Ser Arg Ser Met Ser Arg Lys Arg Lys Ala Ser Val 
1010 1015 1020 

His Ser Ser Gly Arg Gly Ser Asn Arg Gly Ser Arg His Ser Ser Ala 

1025 1030 1035 1040 

Pro Pro Lys Lys Lys Arg Lys 
1045 

<210> 2959 

<211 > 3323 

<212 > DNA 

<213 > Homo sapiens 

<400 > 2959 

ttcacgtgac cgcggacagc ttaaggaccc cgcatcccag tgcgcctgcg ctggagctcc 
60 

gggaagttgc cggacccgga acgcaggcgg agcgcaagtc cgtcagccag tcagtccgcc 
120 

agtccgccag cccagtacct ctctctcctc ggccctcgta agctgtccgc ggtctgtttg 
180 

gcccgaacgg cggcggaggc gctgatcatg gcgacattca tctcggtgca gctgaaaaag 
240 

acctcagagg tggacctggc caagccgctg gtgaagttca tccagcagac ttacccaagc 
300 

ggcggggaag agcaggccca gtactgccgc gcggcggagg agctcagcaa gctgcgccgc 
360 

gccgcagtcg gtcgtccgct ggacaagcac gagggcgcgc tcgagacgct cctgagatat 
420 

tatgatcaga tttgttctat tgaacccaaa ttcccatttt ctgaaaatca gatctgcttg 
480 

acatttacct ggaaggatgc tttcgataaa ggttcacttt ttggaggctc tgtaaaactg 
540 

gctcttgcaa gcttaggata tgaaaagagc tgtgtgttgt tcaattgtgc agccttagct 
600 

agccaaattg cagcagaaca gaacctggat aatgatgaag gattgaaaat cgctgctaaa 
660 

cattaccagt ttgctagtgg tgccttttta catattaaag agacggtttt atctgcctta 
720 

agtcgagagc cgaccgtgga catatctcca gatactgttg ggaccctcag tcttattatg 
780 

ctggcacagg ctcaagaagt atttttttta aaagccacaa gagataaaat gaaagatgcc 
840 

atcatagcta aattggctaa tcaggctgca gattattttg 'gtgatgcttt caaacagtgt 
900 

caatacaaag atactctccc caaggaggtg ttccctgtct tggctgcaaa gcactgtatc 
960 
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atgcaggcca atgctgagta 
1020 

gaagaaattg caaggttaca 
1080 

gatgaatatg ttaatgtgaa 
1140 

aagaaggata atgacttcat 
1200 

attggcaaag ccacacttgt 
1260 

actgatctgt ttgagaagat 
1320 

cagaggaaag ccgatttggt 
1380 

gcaaatgggg tgctagcttc 
1440 

actgtacctc agtctatatt 
1500 

actgttgatc agctgataaa 
1560 

gaggagtcac taagattgtt 
1620 

ttcaaggacc ggtggcaaag 
1680 

ggaaccaact tcagaacagt 
1740 

tgttaccagt ctcatcgtga 
1800 

gctgccatcc cttctgctaa 
1860 

ttaaaatcct tattgtcaaa 
1920 

gacttgaaat ctgtgaattt 
1980 

ggtgtgataa atgaagaagc 
2040 

acaactaaag tccaagaatc 
2100 

tcacatcagg aattttcaaa 
2160 

gttttgaaga atttagctac 
2220 

gaaggcacaa agttttacaa 
2280 

agtgatatag tttttgcacg 
2340 

agcattgcca gagaacctag 
2400 

gcaggaggac atgcaccaac 
2460 

ccccagcccc cagccaggcc 
2520 

actgctccat ctccagtggg 
2580 


ccatcagtct atcctggcaa 
gcatgcagca gaactgatta 
ggatttttct gacaaaatca 
ttatcatgat cgagttccag 
gaaatctacc ccggtcaatg 
ggttcccgtg tcagtacagc 
taacagatca attgctcaga 
ccttaatctt ccagcagcaa 
gactaaatcc agatctgtga 
agagctgcct gagctgctac 
ggatgaagaa gaagcaactg 

gactccatcc aatgacctgt 

l 

tttagataaa gctgtgcagg 
caccatcgtg cttttgtgta 
tccagcaaag accatgcagg 
tcttgatgaa gtaaagaagg 
tgacatgaca agcaagtttt 
tctttctgtt actgaactag 
tctaaagaaa caggagggac 
aatgaaacaa tctaataatg 
tgcatatgac aactttgttg 
tgagttgact gaaatcctgg 
gaagacagaa agagatgaac 
tgctccttca attcctacac 
tcctccaact ccagcgccaa 
tccaccacct gtgcttccag 
ggctgggact gctgcgccag 


aacagcagaa gaaatttgga 
aaacagtggc atctcgctat 
atcgtgccct tgctgcagca 
accttaaaga tctagatcct 
tacccatcag tcagaaattt 
agtctttggc tgcctataat 
tgagagaagc caccactttg 
ttgaagatgt gtctggagac 
ttgaacaggg aggcatccag 
aaagaaatag ggaaatatta 
ataatgactt aagagcaaaa 
ataagccttt aagagcagag 
cagatggaca agtgaaagaa 
agccagagcc tgagctgaat 
gcagtgaggt tgtaaatgtc 
aaagagaggg tctggagaat 
tgacagccct ggctcaagat 
atcgagtcta tggaggtctt 
ttcttaaaaa tattcaggtc 
aagctaactt aagagaagaa 
aacttgtagc taatttgaag 
tcaggttcca gaacaaatgc 
tcttaaagga cttgcaacaa 
ctgcgtatca gtccttacca 
gaaccatgcc gcctactaag 
caaatcgagc tccttctgct 
ctccatcaca aacgcctggc 
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tcagctcctc ctccacaggc gcagggacca ccctatccca cctatccagg atatcctggg 
2640 

tattgccaaa tgcccatgcc catgggctat aatccttatg cgtatggcca gtataatatg 
2700 

ccatatccac cagtgtatca ccagagtcct ggacaggctc catacccggg accccagcag 
2760 

ccttcatacc ccttccctca gcccccacag cagtcttact atccacagca gtaatatgtc 
2820 

tgctcagcag ctcagctgat tcagatcaga gggaaagaaa taccaaccct gcaataagtg 
2880 

tactaaactc tacgctctgg ttaatgtaat gtactctcct ggactgaatg cagtgtataa 
2940 

tttctgtcta cagctagaag ctgtgcccca gttccacatt tgattacaca tgtgagattt 
3000 

gctgctgttg cagtataaac actaggtata ataggatttg aaattgcatt acagttcata 
3060 

aaaattgaaa atgagaaatt aaacctgcaa gtgaaacatt tgaaacgatt atactttcta 
3120 

cataagacat ggttgggaca tcagatactt acaaagatgg tttaagtatg gatactagag 
3180 

aaaattaagt tttctttctc tttggtttat tgatttggtt taatttccat tatgctattt 
3240 

tgcataatca aggcactgta aatcttataa ttttaaaata aattacttaa gaacaaaaaa 
3300 

aaaaaaaaaa aaaaaaaaaa aaa 
3323 

<2 10> 2960 
< 211 > 868 _ 

<212 > PRT 

<213 > Homo sapiens 


<4 00 > 2960 


Met 

Ala 

Thr 

Phe 

lie 

Ser 

Val 

Gin 

Leu 

Lys 

Lys 

Thr 

Ser 

Glu 

Val 

Asp 

1 




5 





10 





15 


Leu 

Ala 

Lys 

Pro 

Leu 

Val 

Lys 

Phe 

lie 

Gin 

Gin 

Thr 

Tyr 

Pro 

Ser 

Gly 




20 





25 





30 



Gly 

Glu 

Glu 

Gin 

Ala 

Gin 

Tyr 

Cys 

Arg 

Ala 

Ala 

Glu 

Glu 

Leu 

Ser 

Lys 


35 





40 





45 




Leu 

Arg 

Arg 

Ala 

Ala 

Val 

Gly 

Arg 

Pro 

Leu 

Asp 

Lys 

His 

Glu 

Gly 

Ala 


50 





55 





60 





Leu 

Glu 

Thr 

Leu 

Leu 

Arg 

Tyr 

Tyr 

Asp 

Gin 

lie 

Cys 

Ser 

He 

Glu. 

Pro 

65 





70 





75 





80 

Lys 

Phe 

Pro 

Phe 

Ser 

Glu 

Asn 

Gin 

lie 

Cys 

Leu 

Thr 

Phe 

Thr 

Trp 

Lys 




85 





90 





95 


Asp 

Ala 

Phe 

Asp 

Lys 

Gly 

Ser 

Leu 

Phe 

Gly 

Gly 

Ser 

Val 

Lys 

Leu 

Ala 




100 





105 





110 



Leu 

Ala 

Ser 

Leu 

Gly 

Tyr 

Glu 

Lys 

Ser 

Cys 

Val 

Leu 

Phe 

Asn 

Cys 

Ala 



115 





120 





125 




Ala 

Leu 

Ala 

Ser 

Gin 

lie 

Ala 

Ala 

Glu 

Gin 

Asn 

Leu 

Asp 

Asn 

Asp 

Glu 


130 





135 





140 





Gly 

Leu 

Lys 

lie 

Ala 

Ala 

Lys 

His 

Tyr 

Gin 

Phe 

Ala 

Ser Gly 

Ala 

Phe 

145 





150 





155 





160 

Leu 

His 

lie 

Lys 

Glu 

Thr 

Val 

Leu 

Ser 

Ala 

Leu 

Ser 

Arg 

Glu 

Pro 

Thr 
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Val Asp 

lie 

Ser 

165 

Pro 

Asp 

Ala Gin 

Ala 

180 

Gin 

Glu 

val 

Lys Asp 

195 

Ala 

lie 

lie 

Ala 

210 

Gly Asp 

Ala 

Phe 

Lys 

Gin 

225 

Val Phe 

Pro 

Val 

Leu 

230 

Ala 

Glu Tyr 

His 

Gin 

245 

Ser 

lie 

Glu lie 

Ala 

260 

Arg 

Leu 

Gin 

Ser Arg 

275 

Tyr Asp 

Glu 

Tyr 

290 

Asn Arg 

Ala 

Leu 

Ala 

Ala 

305 

Asp Arg 

Val 

Pro Asp 

310 

Leu 

Leu Val 

Lys 

Ser 

325 

Thr 

Pro 

Asp Leu 

Phe 

340 

Glu 

Lys 

Met 

Ala Tyr 

355 

Asn 

Gin Arg 

Lys 

370 

Met Arg 

Glu 

Ala 

Thr 

Thr 

385 

Leu Pro 

Ala 

Ala 

lie 

390 

Glu 

lie Leu 

Thr 

Lys 

405 

Ser 

Arg 

Val Asp 

Gin 

420 

Leu 

lie 

Lys 

Glu He 

435 

Leu 

GlU 

Glu 

Ser 

450 

Asp Asn 

Asp 

Leu 

Arg 

Ala 

465 

Ser Asn 

Asp 

Leu 

Tyr 

470 

Lys 

Thr Val 

Leu Asp 

485 

Lys 

Ala 

Tyr Gin 

Ser 

500 

His 

Arg 

Asp 

Glu Leu 

515 

Asn 

Ala 

Ala 

lie 

530 

Gly Ser 

Glu 

Val 

Val 

Asn 

545 

Glu Val 

Lys 

Lys 

Glu 

550 

Arg 

Asn Phe 

Asp 

Met 

565 

Thr 

Ser 

Val lie 

Asn 

580 

Glu 

Glu 

Ala 


170 


Thr 

Val 

Gly Thr 
185 

Leu 

Ser 

Phe 

Phe 

200 

Leu Lys 

Ala 

Thr 

Lys 

215 

Leu 

Ala 

Asn 

Gin 

Ala 

220 

Cys 

Gin 

Tyr 

Lys 

Asp 

235 

Thr 

Ala 

Lys 

His 

Cys 

250 

lie 

Met 

Leu 

Ala 

Lys 

265 

Gin 

Gin 

Lys 

His 

Ala 

280 

Ala 

Glu 

Leu 

lie 

Val 

295 

Asn 

val 

Lys 

Asp 

Phe 

300 

Ala 

Lys 

Lys 

Asp 

Asn 

315 

Asp 

Lys 

Asp 

Leu Asp 
330 

Pro 

lie 

Val 

Asn 

Val 

345 

Pro 

lie 

Ser 

Val 

Pro 

360 

Val 

Ser 

Val 

Gin 

Ala 

375 

Asp 

Leu 

Val 

Asn 

Arg 

380 

Leu 

Ala 

Asn 

Gly 

Val 

395 

Leu 

Asp 

Val 

Ser 

Gly 

410 

Asp 

Thr 

Ser 

Val 

lie 

425 

Glu 

Gin 

Gly 

Glu 

Leu 

440 

Pro 

Glu 

Leu 

Leu 

Leu 

455 

Arg 

Leu 

Leu 

Asp 

Glu 

460 

Lys 

Phe 

Lys 

Asp 

Arg 

475 

Trp 

Pro 

Leu 

Arg 

Ala 

490 

Glu 

Gly 

Val 

Gin 

Ala 

505 

Asp 

Gly 

Gin 

Thr 

lie 

520 

Val 

Leu 

Leu 

Cys 

Pro 

535 

Ser 

Ala 

Asn 

Pro 

Ala 

540 

Val 

Leu 

Lys 

Ser 

Leu 

555 

Leu 

Glu 

Gly Leu 

Glu 

570 

Asn 

Asp 

Lys 

Phe 

Leu 

585 

Thr 

Ala 

Leu 

Leu 

Ser 

Val 

Thr 

Giu 

Leu 
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Leu 

lie 

175 

Met 

Leu 

Arg 

190 

Asp 

Lys 

Met 

205 

Ala 

Asp 

Tyr 

Phe 

Leu 

Pro 

Lys 

Glu 

Gin 

Ala 

Asn 

240 

Ala 

Lys 

Phe 

255 

Gly 

Glu 

Lys 

270 

Thr 

Val 

Ala 

285 

Ser 

Asp 

Lys 

lie 

Phe 

lie 

Tyr 

His 

Gly 

Lys 

Ala 

320 

Thr 

Gin 

Lys 

335 

Phe 

Thr 

Gin 

350 

Ser 

Leu 

Ala 

365 

Ser 

lie 

Ala 

Gin 

Ala 

Ser 

Leu 

Asn 

Val 

Pro 

Gin 

400 

Ser 

Gly 

lie 

415 

Gin 

Thr 

Gin 

430 

Arg 

Asn 

Arg 

445 

Glu 

Glu 

Ala 

Thr 

Gin 

Arg 

Thr 

Pro 

Thr 

Asn 

Phe 

480 

Arg 

val 

Lys 

495 

Glu 

Cys 

Lys 

510 

Pro 

Glu 

Pro 

525 

Lys 

Thr 

Met 

Gin 

Ser 

Asn 

Leu 

Asp 

Leu 

Lys 

Ser 

560 

Val 

Ala 

Gin 

575 

Asp 

Gly 

Asp 

590 

Arg 

Val 

Tyr 
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595 





600 





605 




Gly Gly 

Leu 

Thr 

Thr 

Lys 

Val 

Gin 

Glu 

Ser 

Leu 

Lys 

Lys 

Gin 

Glu Gly 


610 





615 





620 





Leu 

Leu 

Lys 

Asn 

lie 

Gin 

Val 

Ser 

His 

Gin 

Glu 

Phe 

Ser 

Lys 

Met 

Lys 

625 




630 





635 





640 

Gin 

Ser 

Asn 

Asn 

Glu 

Ala 

Asn 

Leu 

Arg 

Glu 

Glu 

Val 

Leu 

Lys 

Asn 

Leu 





645 





650 





655 


Ala 

Thr 

Ala 

Tyr Asp 

Asn 

Phe 

Val 

Glu 

Leu 

Val 

Ala 

Asn 

Leu 

Lys 

Glu 




660 





665 





670 



Gly Thr 

Lys 

Phe 

Tyr 

Asn 

Glu 

Leu 

Thr 

Glu 

He 

Leu 

Val 

Arg 

Phe 

Gin 



675 





680 





685 




Asn 

Lys 

Cys 

Ser Asp 

lie 

Val 

Phe 

Ala 

Arg 

Lys 

Thr 

Glu 

Arg Asp 

Glu 


690 





695 





700 





Leu 

Leu 

Lys 

Asp 

Leu 

Gin 

Gin 

Ser 

lie 

Ala 

Arg 

Glu 

Pro 

Ser 

Ala 

Pro 

705 




710 





715 





720 

Ser 

He 

Pro 

Thr 

Pro 

Ala 

Tyr 

Gin 

Ser 

Leu 

Pro 

Ala 

Gly 

Gly His 

Ala 





725 





730 





735 


Pro 

Thr 

Pro 

Pro 

Thr 

Pro 

Ala 

Pro 

Arg 

Thr 

Met 

Pro 

Pro 

Thr 

Lys 

Pro 




740 





745 





750 



Gin 

Pro 

Pro 

Ala Arg 

Pro 

Pro 

Pro 

Pro 

Val 

Leu 

Pro 

Ala 

Asn Arg 

Ala 



755 





760 





765 




Pro 

Ser 

Ala 

Thr 

Ala 

Pro 

Ser 

Pro 

Val 

Gly 

Ala 

Gly 

Thr 

Ala 

Ala 

Pro 


770 





775 





780 





Ala 

Pro 

Ser 

Gin 

Thr 

Pro 

Gly 

Ser 

Ala 

Pro 

Pro 

Pro 

Gin 

Ala 

Gin Gly 

785 





790 





795 





800 

Pro 

Pro 

Tyr 

Pro 

Thr 

Tyr 

Pro 

Gly 

Tyr 

Pro 

Gly 

Tyr 

Cys 

Gin 

Met 

Pro 




-805 





810 





815 


Met 

Pro 

Met 

Gly Tyr 

Asn 

Pro 

Tyr 

Ala 

Tyr 

Gly 

Gin 

Tyr 

Asn 

Met 

Pro 




820 





825 





830 



Tyr 

Pro 

Pro 

Val 

Tyr 

His 

Gin 

Ser 

Pro 

Gly 

Gin 

Ala 

Pro 

Tyr 

Pro Gly 


835 





840 





845 




Pro 

Gin 

Gin 

Pro 

Ser 

Tyr 

Pro 

Phe 

Pro 

Gin 

Pro 

Pro 

Gin 

Gin 

Ser 

Tyr 


850 





855 





860 





Tyr 

Pro 

Gin 

Gin 














865 

<210> 2961 
<211> 434 
<212> DNA 

<213 > Homo sapiens 
<400> 2961 

gccgcggctc cagggaacgg ccgcgcatcg gcgccccggc tgcttctgct ctttctggtt 
60 

ccgctgctgt gggccccggc tgcggtccgg gccggcccag atgaagacct tagcnaccgg 
120 

aacaaagaac cgccggcgcc ggcccagcag ctgcagccgc agcctgtggc tgtgcagggc 
180 

cccgagccgg cccgggtcga ggctaatttt tgtatttttt ttgtagagac aggatttcgc 
240 

catgttgacc agtggtctca agctcctggg ctcaagtaat ccgcccgact cggtctccca 
300 

aagtgctggg attacaggca tgagccaccg tgcctggcca gattttgttt ggctatgcca 
360 
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ccacagccat ccccagggtc tatacatact atgtttcaac tgtattattt gccatttttg 
420 

gcattagaat gcat 
434 

<210> 2962 
<211> 92 
<212> PRT 

<213> Homo sapiens 
<400> 2962 

Ala Ala Ala Pro Gly Asn Gly Arg Ala Ser Ala Pro Arg Leu Leu Leu 
1 5 10 15 

Leu Phe Leu Val Pro Leu Leu Trp Ala Pro Ala Ala Val Arg Ala Gly 
20 25 30 

Pro Asp Glu Asp Leu Ser Xaa Arg Asn Lys Glu Pro Pro Ala Pro Ala 
35 40 45 

Gin Gin Leu Gin Pro Gin Pro Val Ala Val Gin Gly Pro Glu Pro Ala 
50 55 60 

Arg Val Glu Ala Asn Phe Cys lie Phe Phe Val Glu Thr Gly Phe Arg 
65 70 75 80 

His Val Asp Gin Trp Ser Gin Ala Pro Gly Leu Lys 
85 90 

<210> 2963 

<211> 567 

<212> DNA 

<213 > Homo sapiens 

<400> 2963 

nacgcgtgct gccccggctg gaagaggacc agcgggcttc ctggggcctg tggagcaggt 
60 

gagggctatg tccctcggcg cccggtgtta ggsgggcgac tgttccccaa tcttccagca 
120 

acgctcctgc tgcttttctt gaaccccgag caaagcacca ccttgccgca gagcacccac 
180 

tccctagcag ctgcccccac agggtgctgg ggacccaact gagctggtga ccagcctccc 
240 

ccgcccacag caatatgcca gccgccatgc cggaacggag ggagctgtgt ccagcctggc 
300 

cgctgccgct gccctgcagg atggcggggt gacacttgcc agtcaggtga ggctggctct 
360 

accctggggg gccctggaag ggtctggggc acctctttgc atgtcgtggg gttactgatg 

420 ^ 

gtccatgagt gggtggttgt gaagggagct gtgtgggcag gacccct ccc gcaggcatgg 

480 

ccgcctgaca ccccgtttcc tgcagatgtg gatgaatgca gtgataggag gggcggctgt 
540 

ccccagcggt gtgtccaccc cgccggt 
567 

<210> 2964 
<211> 115 
<212> PRT 
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<213 > Homo sapiens 
<400> 2964 

Ala Gly Asp Gin Pro Pro Pro Pro Thr Ala lie Cys 
15 10 

Arg Asn Gly Gly Ser Cys Val Gin Pro Gly Arg Cys 
20 25 

Gly Trp Arg Gly Asp Thr Cys Gin Ser Gly Glu Ala 
35 40 

Gly Gly Pro Gly Arg Val Trp Gly Thr Ser Leu His 
50 55 60 

Leu Met Val His Glu Trp Val Val Val Lys Gly Ala 
65 70 75 ' 

Pro Leu Pro Gin Ala Trp Pro Pro Asp Thr Pro Phe 
85 90 

Asp Glu Cys Ser Asp Arg Arg Gly Gly Cys Pro Gin 
100 105 

Pro Ala Gly 
115 

<210> 2965 
<211> 3739 
<212 > DNA 

<213 > Homo sapiens 
<400> 2965 

acgcgtgggg cttgtttagg ttggccataa gttaagactg gtgccttact ggccaactca 
60 

tccagctcag cctgggacag ctggttgaac tggagccggt ctccgcctat cccaactgtt 
120 

ggacgtcgaa caattgcata gccgttcctg tagctcagcg tctgacttct gtggaaggct 
180 ' 

gttttcgtag agtccttaaa ggacgtgccc ggaagaaagg gcaagccatg cacgggattg 
240 

gacaccattg cagccggccc cgccttccgc tcgtgggagt tccggatgtt tagcgttacc 
300 

atggatcctg gaggtgcccg cgaacactgc ttgtcgcctg ggcaaccgga gaggacgaag 
360 

caggacctag gtggcggcgg tggtaccggc tgcaatggtg tccaatcccg tgcatggctt 
420 

gccctttctt ccgggcacgt cctttaagga ctctacgaaa acagccttcc acagaagtca 
480 

gacgctgagc tacaggaacg gctatgcaat tgttcgacgt ccaacagttg ggataggcgg 
540 

agaccggctc cagttcaacc agctgtccca ggctgagctg gatgagttgg ccagtaaggc 
600 

accagtctta acttatggcc aacctaaaca agccccacct gcggatttta ttcctgcgca 
660 

tgtggccttt gacaaaaagg tactgaaatt tgatgcctat ttccaagaag atgttcctat 
720 

gtcaactgag gaacagtata ggatccgtca ggtgaacatt tactattatc tagaagatga 
780 

cagcatgtct gtcatagagc ctgttgtaga aaattctgga atccttcaag gcaagttaat 
840 


Gin Pro Pro Cys 
15 

Arg Cys Pro Ala 
30 

Gly Ser Thr Leu 
45 

Val Val Gly Leu 

Val Trp Ala Gly 
80 

Pro Ala Asp Val 
95 

Arg Cys Val His 
110 
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agaatgaccg 

tttatggcaa 

gccaaggaat 

gaaaacagcc 

tcacctttga 

gtgacctaca 

tacagctata 


gggtgaccrat 

aactttccgc 

tgagttaaat 

tcttcgtaag 

caaacaggta 

tttattggca 

attgaactgt 


taccattgga 

gttgttgact 

ccaccagaga 

tatgtcaccc 

agtgacatag 

aaaggtttgg 

ttggacacag 


aagacctaaa 

gtgaccaatt 

agatggctct 

catcagactt 

gaaccacaat 

gtagctgtat 

tactgtcttt 


aaaacgccag cggctagcca 
900 

tcgaggaata aacatcacaa 
960 

cacacaggta tttttagaaa 
1020 

tgatccttac actgaactcc 
1080 

tgatcaactc aagcaatttc 
1140 

aggcttactt atttccaaat 
1200 

tggtaactat tttgaaacat 
1260 

ctgctttcat caagggttac 
1320 

agatcgtgga gttgcggagt 
1380 

ttcctgagct acatctgctt 
1440 

atgagctaat ttcatagact 
1500 

aatatgcata catgtaggtt 
1560 

gatgcttcct tgttaaatgt 
1620 

aactctgttc caaccttcct 
1680 

aatccttccc tttctgtact 
1740 

tttgctgctc cttttcttta 
1800 

ctagcatggt cttttaagga 
1860 

ttaaagattg tgtttattcc 
1920 

attgtgttta tattattgct 
1980 

taaataaaaa ttttttctac 
2040 

atatatatat accactatgt 
2100 

tgactaatat tttggatcaa 
2160 

atttaattct ttccagctgc 
2220 

atgaatattt cttttttttc 
2280 

agtctttcca tcgttgatac 
2340 

gattcttgag tcactacttt 
2400 

gatacagaca gcatgtatgg 
2460 


aggtacagga atgcctacat 
tgttttgtga acctcaccaa 


ttttgttcat atcagtcata 
cacgatttga agaagcctag 


tgacatatag tacataattt 
aatttacccc atctgaaatt 
ataattgcca aagtagccaa 
ggattcttca aaggtccttc 
tgaatgtcgg acctacatca 


ttcatatgga gatccaaaga 
acatttaaat ctcaaagcaa 


tatctgttat tattatgtat 
ccaaaaaaaa aaaaaaaaag 


cagatgtttt agtatgtttg 
acttcatagt ctttccagct 
gttgaactcc ctacttttag 
gattctatgc aatctgggat 
ttcattacta tcttatggat 


cccaccttac 

cctttgtgaa 

gtaatgttaa 

tatattaata 

aatcctctcc 

aaagggagaa 

gacatttaac 


gtttccaatt 

accataaatc 

aatgtttaat 

ttggagtcca 

cttgtgagct 

agaaaaggaa 

cccttttagt 


gacaatttct 

gattattagg 

ttcacagaag 

gaatgttctg 

gatgtgtata 

gagatcaccc 

tcagaaaatg 


ttcccttaaa 

aaatttcaca 

ccccactaca 

agcattttcc 

agcagattta 

tcagtgcttc 

taaactagca 


agaagatatg 

actaattata 

aaagaacttc 

agtgagctct 


tgttgatggg 

tataaaccat 

attgctcttt 

tcttttttgg 


accaaaaaaa 

attcacatgt 

taatttagct 

cacaaactta 


gactggttaa 

acctttatta 

tctctttcac 

taatcctatt 
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gatacggtgg aaattcgaga ggtccacgaa 
2520 

ctaatgaacc gccagcgtgt gcccaaagtt 
2580 

tgtgtgctag aaatctctga ccaagaagtg 
2640 

gttgggaagt cactcactat ccttgggaga 
2700 

actcgacggt attacaaaga gaagtttgga 
2760 

aagcgggaac cacctccagt aaaacaggag 
2820 

gaagattctg ctcagaattg ttttgctctc 
2880 

aaaatgctgg tgaatgataa caaggtgctt 
2940 

ccagaagaca aagaccgcag atttgtcttc 
3000 

atctttgagc ctcctgttcg caattctggt 
3060 

aaagttgtta aaccatactc tacagtggac 
3120 

ttcattggtg ctgtgattga agtgtttggt 
3180 

tatgttttga aatacatgga gagcaacgct 
3240 

attcagaacc atgtccgaaa gcgagaagcg 
3300 

gaaaaggatc caggcgtgca ggaattggaa 
3360 

aaagatcact catgcaaaga caacattcgt 
3420 

tcaggatatg tggacagaga catgttcttt 
3480 

gatgactcct tggttaagga gttactcagg 
3540 

tactataacc ttgttcgtgc tttctcaaac 
3600 

ttttgatact ggaactatgc tttgaaatac 
3660 

ggttcctgaa gttttatttc tgttttggtt 
3720 

aattggatca aaaaaaaaa 
3739 

<210> 2966 
<211> 386 
<212> PRT 

<213 > Homo sapiens 
<400> 2966 

Met Tyr Gly Glu Cys Arg Thr Tyr 
1 5 

Asp Thr Val Glu lie Arg Glu Val 


cggaatgatg ggagagatcc tttcccactc 
ttggtggaaa atgcaaagaa cttccctcag 
ttggaatggt atactgctaa agacttcatt 
actttcttca tttatgattg tgatccattt 
atcactgatt taccacgtat tgatgtgagc 
ttgcctcctt ataacggttt tggactagtg 
attccaaaag ctccaaaaaa agacgttatt 
cgttatttgg ctgtactgga atcccccatc 
tcttactttc tagctaccga catgatcagt 
atcattgggg gcaagtacct tggcaggact 
aaccctgtct actatggccc cagtgacttc 
caccggttca tcatccttga tacagacgag 
gcccagtatt caccagaagc actcgcgtca 
cctgctccag aagcagaaag caagcaaact 
gcattaatag acacaattca gaagcaactg 
gaggcatttc aaatttatga caaggaagct 
aaaatctgtg aatcgcttaa cgtcccagtg 
atgtgctctc atggagaagg caaaattaac 
tgacctgctg atgagaaaat gcaagacaat 
accttacact cttcatagag gcatttacag 
cttatttcac tcctactgaa gtcgaaacta 


He lie His Tyr Tyr Leu Met Asp 
10 15 

His Glu Arg Asn Asp Gly Arg Asp 
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20 





25 





30 



Pro Phe 

Pro 

Leu 

Leu 

Met 

Asn 

Arg 

Gin 

Arg 

Val 

Pro 

Lys 

Val 

Leu 

Val 


35 





40 





45 




Glu Asn 

Ala 

Lys 

Asn 

Phe 

Pro 

Gin 

Cys 

Val 

Leu 

Glu 

lie 

Ser 

Asp 

Gin 

50 





55 





60 





Glu Val 

Leu 

Glu 

Trp 

Tyr 

Thr 

Ala 

Lys 

Asp 

Phe 

lie 

val 

Gly 

Lys 

Ser 

65 




70 





75 





80 

Leu Thr 

He 

Leu 

Gly 

Arg 

Thr 

Phe 

Phe 

lie 

Tyr 

Asp 

Cys 

Asp 

Pro 

Phe 




85 





90 





95 


Thr Arg 

Arg 

Tyr 

Tyr 

Lys 

Glu 

Lys 

Phe 

Gly 

lie 

Thr 

Asp 

Leu 

Pro 

Arg 



100 





105 





110 



lie Asp 

Val 

Ser 

Lys 

Arg 

Glu 

Pro 

Pro 

Pro 

Val 

Lys 

Gin 

Glu 

Leu 

Pro 


115 





120 





125 




Pro Tyr 

Asn 

Gly 

Phe 

Gly 

Leu 

Val 

Glu 

Asp 

Ser 

Ala 

Gin 

Asn 

Cys 

Phe 

130 





135 





140 





Ala Leu 

lie 

Pro 

Lys 

Ala 

Pro 

Lys 

Lys 

Asp 

Val 

lie 

Lys 

Met 

Leu 

Val 

145 




150 





155 





160 

Asn Asp 

Asn 

Lys 

Val 

Leu 

Arg 

Tyr 

Leu 

Ala 

Val 

Leu 

Glu 

Ser 

Pro 

lie 




165 





170 





175 


Pro Glu 

Asp 

Lys 

Asp 

Arg 

Arg 

Phe 

Val 

Phe 

Ser 

Tyr 

Phe 

Leu 

Ala 

Thr 



180 





185 





190 



Asp Met 

lie 

Ser 

lie 

Phe 

Glu 

Pro 

Pro 

Val 

Arg 

Asn 

Ser 

Gly 

lie 

lie 

195 





200 





205 




Gly Gly 

Lys 

Tyr 

Leu 

Gly 

Arg 

Thr 

Lys 

Val 

Val 

Lys 

Pro 

Tyr 

Ser 

Thr 

210 





215 





220 





Val Asp 

Asn 

Pro 

Val 

Tyr 

Tyr 

Gly 

Pro 

Ser 

Asp 

Phe 

Phe 

lie 

Gly 

Ala 

225 




230 





235 





240 

Val lie 

Glu 

Val 

Phe 

Gly 

His 

Arg 

Phe 

lie 

lie 

Leu 

Asp 

Thr 

Asp 

Glu 




245 





250 





255 


Tyr Val 

Leu 

Lys 

Tyr 

Met 

Glu 

Ser 

Asn 

Ala 

Ala 

Gin 

Tyr 

Ser 

Pro 

Glu 



260 





265 





270 



Ala Leu 

Ala 

Ser 

lie 

Gin 

Asn 

His 

Val 

Arg 

Lys 

Arg 

Glu 

Ala 

Pro 

Ala 


275 





280 





285 




Pro Glu 

Ala 

Glu 

Ser 

Lys 

Gin 

Thr 

Glu 

Lys 

Asp 

Pro 

Gly 

Val 

Gin 

Glu 

290 





295 





300 





Leu Glu 

Ala 

Leu 

lie 

Asp 

Thr 

lie 

Gin 

Lys 

Gin 

Leu 

Lys 

Asp 

His 

Ser 

305 




310 





315 





320 

Cys Lys 

Asp 

Asn 

lie 

Arg 

Glu 

Ala 

Phe 

Gin 

lie 

Tyr 

Asp 

Lys 

Glu 

Ala 



325 





330 





335 


Ser Gly 

Tyr 

Val 

Asp 

Arg 

Asp 

Met 

Phe 

Phe 

Lys 

lie 

Cys 

Glu 

Ser 

Leu 



340 





345 





350 



Asn Val 

Pro 

Val 

Asp 

Asp 

Ser 

Leu 

Val 

Lys 

Glu 

Leu 

Leu 

Arg 

Met 

Cys 


355 





360 





365 




Ser His 

Gly 

Glu 

Gly 

Lys 

lie 

Asn 

Tyr 

Tyr 

Asn 

Phe 

Val 

Arg 

Ala 

Phe 

370 





375 





380 






Ser Asn 
385 

<210> 2967 
<211 > 1103 
<212> DNA 

<213 > Homo sapiens 
<400> 2967 
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cctgctctgt agagccggcg gcaaccgggt agcttggcca ggttgtgagg aaccgcagcg 
60 

cccgcaggac cgggccgctg agcctgcagc cgccccgcgc cgtgacctgc gaccctagac 
120 

cccgactacc ctttggctca gcccgcgcgc cccaggcccg gcccgggcgg cgcgacggga 
180 

ggatgagcgg cgggcggcgg aaggaggagc cgcctcagcc gcagctggcc aacggggccc 
240 

tcaaagtctc cgtctggagt aaggtgctgc ggagcggcgg cctgggagga taaggatgaa 
300 

tttttagatg tgatctactg gttccgacag atcattgctg tggtcctggg tgtcatttgg 
360 

ggagttttgc cattacgagg gttcttggga atagcaggat tctgcctgat caatgcagga 
420 

gtcctgtacc tctacttcag caattaccta cagattgatg aggaagaata tggtggcacg 
480 

tgggagctca cgaaggaagg gtttatgacc tcttttgccn ttgttcatgg tcatttggat 
540 

catcttttac actgccatcc attatgactg atggtgtaca gctcccaagt gctccctatc 
600 

cagtccaaag gaccctcttg attacagcac aggaacttga tcgttgggga accccagccc 
660 

cttggaactt ggaagacccg tgtttcctgg accgcgaatc agtgtgttgg gcatcagtgt 
720 

tttctgcaag ggttgtgacc tgaaactttt taaaaaccac ccacctttgg ggaagcattt 
780 

ctgaatttat ccatcaccaa ccatttcttc ttggatacca tcaagtaaca gctattattt 
840 

gccaagtgga gctgtcattt aatttgatgc acctctggat tcagatgaaa cattaaattg 
900 

tcttcctcga ttctccatcg ggtgtagagt ttttaaacta tcaatggcat ttcaagtctt 
960 

ctgaaacagc atggctgtat gtgcgtggtc catagcacag tacatgcagc atctaataag 
1020 

agtttccatt gtagaatgtt ttcacatact tgaataaatc aaatctttaa ttgagaaaaa 
1080 

aaaaaaaaaa aaaaaaaaaa aaa 
1103 

<210> 2968 
<211> 126 
<212> PRT 

<213 > Homo sapiens 
<4 00> 2968 

Ala Ala Gly Gly Gly Arg Arg Ser Arg 
1 5 

Gly Pro Ser Lys Ser Pro Ser Gly Val 
20 25 

Trp Glu Asp Lys Asp Glu Phe Leu Asp 
35 40 

He lie Ala Val Val Leu Gly Val lie 
50 55 

Gly Phe Leu Gly lie Ala Gly Phe Cys 


Leu 

10 

Ser 

Arg 

Ser 

Trp 

Pro 

15 

Thr 

Arg Cys 

Cys 

Gly 

Ala 

30 

Ala 

Ala 

Val 

lie 

Tyr 

Trp 

45 

Phe 

Arg 

Gin 

Trp 

Gly Val 
60 

Leu 

Pro 

Leu 

Arg 

Leu 

lie 

Asn 

Ala 

Gly 

Val 

Leu 
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65 70 75 

Tyr Leu Tyr Phe Ser Asn Tyr Leu Gin lie Asp Glu Glu Glu Tyr 
85 90 95 

Gly Thr Trp Glu Leu Thr Lys Glu Gly Phe Met Thr Ser Phe Ala 
100 105 110 

Val His Gly His Leu Asp His Leu Leu His Cys His Pro Leu 
115 120 125 


80 

Gly 

Xaa 


<210> 2969 
< 2 1 1 > 667 
<212> DNA 

<213> Homo sapiens 


<400> 2969 

atcagcgcct taggggacca gagcaagaag gtggtgcacg ttccctacag ggactccaag 
60 

ctcactcggc tcctccagga ttcgctgggg ggcaacagcc agaccatcat gatcgcctgg 
120 

gggagccctt caaaccgaga tttcatggag accctcaaca cactcaaata tgccaatcgg 
180 

gcccgcaaca tcaagaacaa ggtggtagtg aaccaagaca agaccgccag caaatcaatg 
240 

cactgcgggc tgagattgct cggctgcaga tggagctgat ggagtnataa ggcgggcaag 
300 

cgagtgatag gagaggatgg cgctgagggc tatagtgatc tgttccgaga gaatgccatg 
360 

ctacagaagg agaatggggc cctgcggctg cgggtgaaag ccatgcagga ggccatcgat 
420 

gccatcaaca accgcgtcac ccagctcatg agccaggagg ccaacctgct gctagccaag 
480 

gccggcgatg gcaatgaggc cattggtgcg ctgatccaga actacatccg ggagatcgag 
540 

gagctacgga ctaagcttct agagagtgaa gccatgaacg agtccctgcg ccgcagcctc 
600 

tcacgggcct cggctaggag cccctactcc ctgggtgctt ctccagccgc cccggccttc 
660 

gggggca 

667 

<210> 2970 
<211> 92 
<212> PRT 

<213> Homo sapiens 


<400> 2970 


lie 

1 

Ser 

Ala 

Leu 

Gly 

5 

Asp 

Gin 

Ser Lys 

Lys 

10 

Val 

Val 

His 

Val 

Pro 

15 

Tyr 

Arg Asp 

Ser 

Lys 

20 

Leu 

Thr 

Arg 

Leu Leu 
25 

Gin 

Asp 

Ser 

Leu 

Gly Gly Asn 
30 

Ser 

Gin 

Thr 

35 

He 

Met 

lie 

Ala 

Trp Gly Ser 
40 

Pro 

Ser 

Asn 

45 

Arg 

Asp 

Phe 

Met 

Glu 

50 

Thr 

Leu 

Asn 

Thr 

Leu 

55 

Lys Tyr 

Ala 

Asn Arg 
60 

Ala 

Arg 

Asn 

lie 

Lys 

Asn 

Lys 

Val 

Val 

Val 

Asn 

Gin Asp 

Lys 

Thr 

Ala 

Ser 

Lys 

Ser 

Met 
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65 70 75 80 

His Cys Gly Leu Arg Leu Leu Gly Cys Arg Trp Ser 
85 90 


<210> 2971 
<211> 6015 
<212 > DNA 
<213> Homo sapiens 

<400> 2971 

ncccatttcc agctccggag cgggcggctg 
6 0 

tcaggggcgg gcccccgcct gcgttcgcgg 
120 

gtatttggga gacagtcacg tcctattgaa 
180 

ctggttacac tctggggagg actgctacca 
240 

tgagtgtccg gcctgagcag gcacaccatg 
300 

gatggaacct acggttccgt cctgctggga 
360 

attaaaaaaa tgaaaagaaa attttattcc 
420 

aagtctttaa agaagctcaa ccatgccaat 
480 

aatgatcatc tttattttat cttcgagtac 
540 

gagagaaata agttgtttcc tgagtctgct 
600 

ggactcgcat ttattcacaa acacggcttc 
660 

ctctgcatgg gaccagaact tgtgaaaatt 
720 

tcaaaacctc catatacaga ttatgtatct 
780 

ctgaggtcta ccaactacag ctcccccatt 
840 

gaagtttaca ccctcaggcc actcttccct 
900 

atttgccaag tgctggggac accaaaaaag 
960 

agtgcaatga acttccgttg gccacagtgt 
1020 

aatgctagca gtgaagcagt ccagctcctg 
1080 

cgaccaacag ctagtcaggc acttcgatat 
1140 

agcaccacac aaaaccttca ggattcagaa 
1200 

ggcccacctc cttatattaa gccagtccca 
1260 

cgaatttctt cacgacagca tcaagccagc 
1320 


cgccccgctc gtcgaggagc tgcgctcacc 
cgccagcaga agactgattt ttggaaatat 
taccttgtgc tggtgctgcc atcgaaaaat 
ctgcagaact gaaccacttc ggccgtgaga 
aatagataca caacaatcag gcagctcggg 
agaagcattg agtctgggga gctgatcgct 
tgggaggaat gcatgaacct tcgggaggtt 
gtagtcaaat taaaagaagt tatcagggaa 
atgaaggaaa atctttacca gctcattaaa 
ataaggaata tcatgtatca gatattacaa 
tttcatcgag, acttaaagcc tgagaacctc 
gcagactttg gtttggcccg agaaatacga 
accagatggt acagggctcc agaagtactc 
gacgtctggg cggtgggctg catcatggca 
ggagccagtg aaattgacac aatattcaaa 
actgactggc ctgaaggcta tcaactttca 
gtacccaata acttaaagac cttgattccc 
agagacatgc ttcagtggga tcccaagaaa 
ccttacttcc aagttggaca cccactaggc 
aaaccacaga aaggcatcct ggaaaaggca 
cctgcccagc caccagccaa gccacacaca 
cagccccctc tgcatctcac gtacccctac 
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aaagcagagg tctccaggac 
1380 

ttgcttttcc catccctcca 
1440 

cacaaaaatg gtgagataaa 
1500 

acaaaggatt cagatgattg 
1560 

aggattgacc tgaaaaacaa 
1620 

gttttggacc tgaagccctc 
1680 

tcatatcagc ggcgagacac 
1740 

cactctcgat acttgcctgg 
1800 

gaatttattc cacctaatcc 
1860 

atgtcagtaa tcagcaaagt 
1920 

actggaaact atgtcccttc 
1980 

cacctagcac ctattccaga 
2040 

catcctgggc gaccattctt 
2100 

cctccagccg cccagccagt 
2160 

cgatgactgt ctgccttggt 
2220 

agctgactgg tgttctacct 
2280 

tagttattct tctgaactaa 
2340 

ttgatttgaa tgcagtaggc 
2400 

ttattttctt aaacaacagc 
2460 

caactttgta atgaactttt 
2520 

tttctacaga ttttgaaaaa 
2580 

taaggctatg tgatagaggg 
2640 

atttcaagtg tggctcacta 
2700 

cctctgcttt tcttagtagg 
2760 

aggactatta tattatataa 
2820 

taagtaaaca cattttaaaa 
2880 

tgaaaccaag cttaattata 
2940 


agatcaccca agccatctcc 
caacaagcat ccacagtcga 
gccaaagagt aggagaaggt 
ggctgacttg gatgacttgg 
gaaaagacag agtgatgaca 
tgagcctgtg ggcacaggaa 
gcccaccctg agatctgcag 
gatcagtata agaaatggca 
atggtctagt tctggcttgt 
aaattcagtt ggttccagct 
ctttctgaaa aaagaaatcg 
cccttcccct ggttattcct 
ccacacccag cctagaagca 
gcatggccgg acagactggg 
gatgaatctc ttcctaggga 
gcaagatgtg cagagggcat 
gacatgtcaa tattcttttt 
ttttttgtat aaaattattt 
attttgtata tatggattat 
taaaaattaa ttgattttcc 
tgtaataata ttaatgcagt 
ttatttactc agtgtgtgca 
ggtacttcag gccttcttgg 
tcattggttt gatttttgga 
ttcactttgt tttacttttg 
aatttttctg acacccttta 
ctatgccatt atattctaat 


aggaggacaa gccaagcccg 
aaatcacagc tggcctggag 
ggggtcttat ttccaggtca 
atttcagtcc atccctcagc 
ctctctgcag gtttgagagt 
acagtgcccc cacccagacg 
ccaagcagca ctatttgaag 
tactctcgaa tccaggcaag 
ctggaaaatc ttcagggaca 
ctacaagttc tagtggactg 
gttctgctat gcagagggta 
ccctgaaggc catgagacct 
ctcctgggtt gataccacgg 
cttccaagta cgcatctcgg 
gaagcaggat actttccctc 
aaaagcaaat caacacttta 
taaagttttt ttttaaaata 
tattctaaaa ctgggtccca 
gttttagcat tttatacagt 
tttggggttc cagataatat 
attgcaacag gggtgcaatt 
gatatttatg aagtggtgaa 
actgttgtta gaaaagtgat 
taccactctg ctgttctaaa 
ttccccagat gaaagaactc 
atgtggttgc agatctcaga 
ttattccatt tttgaaatca 
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agttgtatgt gtaccaataa 
3000 

acacagtcaa tcaaacttac 
3060 

gcagcagaag gtttttgatt 
3120 

cagatctggc taggagcagt 
3180 

tttggggagc agaaagagtt 
3240 

gccacatttg atctcctaac 
3300 

gggcagaggc tgttccattg 
3360 

tttggagaca gaaaaagaca 
3420 

tcacttatgg ttgccttaaa 
3480 

tcaacagtgt attgattcat 
3540 

taatgacaaa ttgaaccata 
3600 

agtctcactc tgtcacccag 
3660 

tgcctcccag gttcaagcct 
3720 , 

gctaattttt tgtattttta 
3780 

atctcctgac ctcgtgatcc 
3840 

agccactgca cccagccaag 
3900 

tagacacttt catatggttc 
3960 

aatatgttgc attctgaaca 
4020 

gagtaattta tgctttggag 
4080 

ctaggggcat gagaaaagca 
4140 

acaagctggc agcaaagctt 
4200 

tttctgtatt atattctcaa 
4260 

agtcctttac tataaggtta 
4320 

ttaatgtgaa acctggccca 
4380 

gaggagcaaa tggattgttt 
4440 

acatttttta actgaaaaac 
4500 

aatactttat agggcccaac 
4560 


aagagatttc tgcttcaaaa 
attcctgcca agatgcatgg 
atagtaactg agatggaatt 
caatgactaa tgttctgtcc 
atggcagagg ttccactcat 
cctggtgtag tttctttcaa 
agaggaatgt ttacagcagt 
aaaggtccag tctcatccat 
ggcaagaggg aaggtcacca 
attctcctag ggctcaaact 
tgtaagtaat cttttatttt 
gctggagtgc agtggcgcga 
cctgagtaac tgggactaca 
gtagagacgg ggtttcactg 
accctcctcc acctcccaaa 
tgatcatttt tataggttaa 
aacctaatga cttggtaaat 
aataaccatg gcttccaaag 
aatttggctc aaatatatac 
cataatggat gtggatgtga 
cagaaaatat atatgcaagc 
ctcgttatct aaagcatcag 
atatttattt tcattttctg 
gcttgctgga aagcaggttt 
aataccatag tctcagtaat 
ctagttacct gattattgca 
ttcagaaaat acttcgcttt 


ggctctcaac atgaaggtta 
ccaaaaaact aagtatcaaa 
ttgtgcctag ctcagttctc 
tagccaaatt ctcaggacaa 
ctacaaagtc acagtcacat 
gagtgagaac tttatttgtt 
ttcaaaaatg acaaagtcag 
ctctatatgg tacatttgcc 
tcagtgaacg caatgcaatc 
actctctatt ggttccagga 
ttattttttt tttgagacag 
tcttagctct ctgcaacctc 
ggcgcccgcc accacgccca 
tgttagccag gacggcctcg 
gtactgggat tacaggcatg 
aatgataggt gaaatgaata 
tattgccttg gtgtattaat 
ggccctaacc taaaatcgga 
ttgaccaagc accatgatcc 
taggtggtct tttcctgtta 
acaacttgaa gctgaattca 
aacatgtgtt ttcagagatg 
tattatatat gaaaagtaaa 
taaattgtaa atattcctta 
ctagcttata taaggtcatt 
cattataaaa ttgtttttct 
tttcttttta tgctttcgtt 
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tgtttaccag caagcaactt 
4620 

tagctgatgt gcagttgaga 
4680 

ctgtgaatta ctcttcctcc 
4740 

cctatgcact atagaaggga 
4800 

tgagaacctg cagccatttc 
4860 

tttgttacta tacaattatg 
4920 

actgtaccta tcaggactat 
4980 

atgatacagg gttggttctc 
5040 

gcgttgtagg ggtattgatg 
5100 

gcataaaaac tactcttgac 
5160 

gccctcaccc agcccatgtg 
5220 

ttttttaaat gtatctcttg 
5280 

atcttctgga gttatcaaaa 
5340 

tgagtgcaaa tacaggtact 
5400 

tttccctacc atcaagccat 
5460 

ctgtacattt cagttcagtg 
5520 

tactaattat tttatatcat 
5580 

gtagaattat ttttacgatt 
5640 

ggaccttctc atggaagcca 
5700 

attatcaatt tctcatagac 
5760 

tctgatctca gataactcag 
5820 

taaccgacaa tatatttatt 
5880 

accacttaag caagaccctt 
5940 

ggtgtttaaa acatgtcaac 
6000 

gtttaagaaa aattg 
6015 


ccctggggaa gccaaacaca 
aaactagagg actgaaaaaa 
ccttctctga aatgggtaaa 
atagtaacca tttcttttgt 
ttgttacatg aaaacaaaat 
aaatgtaatg taagacacca 
acctcattta cagtcagaaa 
atttcgtgcc gaaatgagac 
tgccccaggt agtgccagca 
atgattgttc attttacaaa 
tgataggatt tatgtaggaa 
cctaaaggac tatatacatc 
attgtataca atcaagacaa 
gttggagttg atgggcacca 
tgttttgtgc cattcaggag 
tatgaccaaa agcaatatgt 
ttaaaccata ctgtagcaac 
tccaaacaaa tgtactgtac 
ttaggaaaac aaactagagg 
actgtgctaa tgtgaatttt 
tacagatagc aattagtcag 
tataaagcac atattcataa 
ctgaaataaa aaatgttgct 
cttatgtaag gaaaaatttc 


tattcataaa aaaaatcaag 
caaattttaa ctagcaaatg 
ggacaaattg tgtaaaaaaa 
ctctctgttt ctgttctgac 
gctacttgtt acctctattt 
acagaaatga tatacctgta 
gcttactggg atgtcaggaa 
agaaattcag tgacgaaggt 
gagtagggaa aactgcattt 
aaaattccat taattaccaa 
gaaacttgat tttcaaataa 
taataaagta acactgtgtc 
cacaagaatt attttatttt 
tgctttctca tgaagtagca 
aggaaaaaaa ggaatttatg 
ttataagaag atgtttgaca 
ataatatatg gagctaattt 
tgttatataa tttattgtga 
taaatatcac attaatctgt 
aaatgacctg catcaagtct 
ctgatttgat tacaatggag 
taacgagaag aattcagaaa 
ttttaaatag tttgtcctaa 
ctggtccaaa taaagttgaa 


<210> 2972 
<211> 632 
<212> PRT 
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<213> Homo sapiens 


<4 00> 2972. .. V: 

Met Asn Arg Tyr Thr Thr lie Arg Gin Leu Gly Asp Gly 
1 5 10 

Ser Val Leu Leu Gly Arg Ser lie Glu Ser Gly Glu Leu 
20 25 

Lys Lys Met Lys Arg Lys Phe Tyr Ser Trp Glu Glu Cys 
35 40 45 

Arg Glu Val Lys Ser Leu Lys Lys Leu Asn His Ala Asn 
50 55 60 

Leu Lys Glu Val lie Arg Glu Asn Asp His Leu Tyr Phe 
65 70 75 

Tyr Met Lys Glu Asn Leu Tyr Gin Leu lie Lys Glu Arg 
85 90 

Phe Pro Glu Ser Ala lie Arg Asn lie Met Tyr Gin lie 
100 105 

Leu Ala Phe lie His Lys His Gly Phe Phe His Arg Asp 
115 120 125 

Glu Asn Leu Leu Cys Met Gly Pro Glu Leu Val Lys lie 
130 135 140 

Gly Leu Ala Arg Glu lie Arg Ser Lys Pro Pro Tyr Thr 
145 150 155 

Ser Thr Arg Trp Tyr Arg Ala Pro Glu Val Leu Leu Arg 
165 170 

Tyr Ser Ser Pro lie Asp Val Trp Ala Val Gly Cys lie 
180 185 

Val Tyr Thr Leu Arg Pro Leu Phe Pro Gly Ala Ser Glu 
195 200 205 

lie Phe Lys lie Cys Gin Val Leu Gly Thr Pro Lys Lys 
210 215 220 

Pro Glu Gly Tyr Gin Leu Ser Ser Ala Met Asn Phe Arg 
225 230 235 

Cys Val Pro Asn Asn Leu Lys Thr Leu lie Pro Asn Ala 
245 250 

Ala Val Gin Leu Leu Arg Asp Met Leu Gin Trp Asp Pro 
260 265 

Pro Thr Ala Ser Gin Ala Leu Arg Tyr Pro Tyr Phe Gin 

. 275 280 285 

Pro Leu Gly Ser Thr Thr Gin Asn Leu Gin Asp *Ser Glu 

290 295 300 

Lys Gly lie Leu Glu Lys Ala Gly Pro Pro Pro Tyr lie 
305 310 315 

Pro Pro Ala Gin Pro Pro Ala Lys Pro His Thr Arg lie 
325 330 

Gin His Gin Ala Ser Gin Pro Pro Leu His Leu Thr Tyr 
340 345 

Ala Glu Val Ser Arg Thr Asp His Pro Ser His Leu Gin 

355 360 365 

Pro Ser Pro Leu Leu Phe Pro Ser Leu His Asn Lys His 

370 375 380 

Lys lie Thr Ala Gly Leu Glu His Lys Asn Gly Glu lie 
385 390 395 

Ser Arg Arg Arg Trp Gly Leu lie Ser Arg Ser Thr Lys 


Thr Tyr Gly 
15 

lie Ala lie 
30 

Met Asn Leu 

Val Val Lys 

lie Phe Glu 
80 

Asn Lys Leu 
95 

Leu Gin Gly 
110 

Leu Lys Pro 

Ala Asp Phe 

Asp Tyr Val 
160 

Ser Thr Asn 
175 

Met Ala Glu 
190 

lie Asp Thr 

Thr' Asp Trp 

Trp Pro Gin 
240 

Ser Ser Glu 
255 

Lys Lys Arg 
270 

Val Gly His 

Lys Pro Gin 

Lys Pro Val 
320 

Ser Ser Arg 
335 

Pro Tyr Lys 
350 

Glu Asp Lys 

Pro Gin Ser 

Lys Pro Lys 
400 

Asp Ser Asp 
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405 410 415 

Asp Trp Ala Asp Leu Asp Asp Leu Asp Phe Ser Pro Ser Leu Ser Arg 
420 425 430 

He Asp Leu Lys Asn Lys Lys Arg Gin Ser Asp Asp Thr Leu Cys Arg 
435 440 445 

Phe Glu Ser Val Leu Asp Leu Lys Pro Ser Glu Pro Val Gly Thr Gly 
450 455 460 

Asn Ser Ala Pro Thr Gin Thr Ser Tyr Gin Arg Arg Asp Thr Pro Thr 
465 470 475 480 

Leu Arg Ser Ala Ala Lys Gin His Tyr Leu Lys His Ser Arg Tyr Leu 
485 490 495 

Pro Gly lie Ser lie Arg Asn Gly lie Leu Ser Asn Pro Gly Lys Glu 
500 505 510 

Phe lie Pro Pro Asn Pro Trp Ser Ser Ser Gly Leu Ser Gly Lys Ser 
515 520 525 

Ser Gly Thr Met Ser Val lie Ser Lys Val Asn Ser Val Gly Ser Ser 
530 535 540 

Ser Thr Ser Ser Ser Gly Leu Thr Gly Asn Tyr Val Pro Ser Phe Leu 

545 550 555 560 

Lys Lys Glu lie Gly Ser Ala Met Gin Arg Val His Leu Ala Pro lie 

565 570 575 

Pro Asp Pro Ser Pro Gly Tyr Ser Ser Leu Lys Ala Met Arg Pro His 
580 585 590 

Pro Gly Arg Pro Phe Phe His Thr Gin Pro Arg Ser Thr Pro Gly Leu 
595 600 605 

lie Pro Arg Pro Pro Ala Ala Gin Pro Val His Gly Arg Thr Asp Trp 
610 615 620 

Ala Ser Lys Tyr Ala Ser Arg Arg 
625 630 

<210> 2973 

< 2 1 1 > 858 

<212> DNA 

<213 > Homo sapiens 

<400> 2973 

ggctactttt ggttcatggg aagaaccgac gatgtgatca attcttcaag ctaccggatc 
60 

gggcctgttg aagtggaaag tgccctggca gagcatcctg ctgtcctgga gtcggctgtg 
120 

gtcagcagcc cagaccccat caggggagag gtggtaaagg catttatagt ccttactcca 
180 

gcctactcct ctcatgaccc agaggcacta acgcgggaac tccaggagca tgtgaaaagg 
240 

gtgactgctc catacaaaac ccccaggaag gtggcctttg tttcagaact gccaaagacg 
300 

gtttctggaa agatccaaag gagtaaattg cgaagtcagg agtgggggaa atgaggtgca 
360 

ccccaggaag gccctgtaga cctccgaaga ctccacaaga aactaatgga tcactggtca 
420 

gtccccatgg ggagcatcat ctcttcgacc ctaaagatgt caaaggtgtg cagcttccaa 
480 

acggcatccc caggatcact gggcaatgct ggaaagagca aaagaatatc attggccctg 
540 
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atcacataga tgctgcgccg cctagcaaat gcttggtggt tcgacttctc cctctgtctg 
600 

ggggcaggct cagcatctgc ccactggtct cactaagagc tttcagattt ccctccatag 
660 

gacaggttac catagacttg gggcacttgt gggtactcat tttctgccag tgggaatgta 
720 

aaggcttcat cctttgtatg taaccatttg gcaaaagtat gcaggaacat aaaataaaat 
780 

atcctttagc tcaaaaattc tatcttcggg agtcaccaca aaagaaaaaa atcaaaatgc 
840 

agaaaatgtg gagtgcac 
858 

<210> 2974 
<211> 117 
<212> PRT 

<213 > Homo sapiens 
<4 00> 2974 


Gly Tyr 

Phe 

Trp 

Phe 

Met 

Gly 

Arg 

Thr 

Asp Asp 

Val 

lie 

Asn 

Ser 

Ser 

1 




5 





10 





15 


Ser 

Tyr 

Arg 

He 

Gly 

Pro 

Val 

Glu 

Val 

Glu 

Ser 

Ala 

Leu 

Ala 

Glu 

His 




20 





25 





30 



Pro 

Ala 

val 

Leu 

Glu 

Ser 

Ala 

Val 

Val 

Ser 

Ser 

Pro 

Asp 

Pro 

lie 

Arg 



35 





40 





45 




Glv Glu 

Val 

Val 

Lys 

Ala 

Phe 

lie 

Val 

Leu 

Thr 

Pro 

Ala 

Tyr 

Ser 

Ser 


50 





55 





60 





His 

Asp 

Pro 

Glu 

Ala 

Leu 

Thr 

Arg 

Glu 

Leu 

Gin 

Glu 

His 

Val 

Lys 

Arg 

65 




70 





75 





80 

Val 

Thr 

Ala 

Pro 

Tyr 

Lys 

Thr 

Pro 

Arg 

Lys 

Val 

Ala 

Phe 

Val 

Ser 

Glu 





85 





90 





95 


Leu 

Pro 

Lys 

Thr 

Val 

Ser 

Gly 

Lys 

lie 

Gin Arg 

Ser 

Lys 

Leu 

Arg 

Ser 




100 





105 





110 



Gin 

Glu 

Trp 

Gly 

Lys 













115 

<210> 2975 
<211> 1425 
<212 > DNA 

<213> Homo sapiens 
<400> 2975 

ccctcaacta ccgggaccca ggagttgaag ccggggttgg agggctctct gggggtgggg 
60 

gacacaatgt atacggtcaa tggcgtccac ccactgaccc tgcgctggga agagacccgc 
120 

acaccagaat cccagccaga tactccgcct ggcacccctc tggtgtccca agatgagaag 
180 

agagatgctg agctgccgaa gaagcgtatg gggaagtcaa accccggctg ggagaacttg 
240 

gagaagttgc tagtgttcac cgcagctggg gtgaaaccgg ggnncaaggt ggctggcttt 
300 

gatctggacg ggacgctcat caccacacgc tctgggaagg tctttcccac tggccccagt 
360 
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gactggagga tcttgtaccc agagattccc cgtaagctcc gagagctgga agccgagggc 
420 

tacaagctgg tgatcttcac caaccagatg agcatcgggc gcgggaagct gccagccgag 
480 

gagttcaagg ccaaggtgga ggctgtggtg gagaagctgg gggtcccctt ccaggtgctg 
540 

gtggccacgc acgcaggctt gtaccggaag ccggtgacgg gcatgtggga ccatctgcag 
600 

gagcaggcca acgacggcac gcccatatcc atcggggaca gcatctttgt gggagacgca 
660 

gccggacgcc cggccaactg ggccccgggg cggaagaaga aagacttctc ctgcgccgat 
720 

cgcctgtttg ccctcaacct tggcctgccc ttcgccacgc ctgaggagtt ctttctcaag 
780 

tggccagcag ccggcttcga gctcccagcc tttgatccga ggactgtctc ccgctcaggg 
840 

cctctctgcc tccccgagtc cagggccctc ctgagcgcca gcccggaggt ggttgtcgca 
900 

gtgggattcc ctggggccgg gaagtccacc tttctcaaga agcacctcgt gtcggccgga 
960 

tatgtccacg tgacagggac acgctaggct cctggcagcg ctgtgtgacc acgtgtgaga 
1020 

cagccctgaa gcaagggaaa cgggtcgcca tcgacaacac aaacccagac gccgcgagcc 
1080 

gcgccaggta cgtccagtgt gcccgagccg cgggcgtccc ctgccgctgc ttcctcttca 
1140 

ccgccactct ggagcaggcg cgccacaaca accggtttcg agagatgacg gactcctctc 
1200 

atatccccgt gtcagacatg gtcatgtatg gctacaggaa gcagttcgag gccccaacgc 
1260 

tggctgaagg cttctctgcc atcctggaga tcccgttccg gctatgggtg gagccgaggc 
1320 

tggggcggct gtactgccag ttctccgagg gctgagcccg cccagctccc ctccacaata 
1380 

aacgctgttt ctccttgaaa aaaaaaaaaa aaaaaaaaaa aaaaa 
1425 

<210> 2976 
<211> 328 
<212> PRT 

<213> Homo sapiens 
<400> 2976 

Pro Ser Thr Thr Gly Thr Gin Glu Leu Lys Pro Gly Leu Glu Gly Ser 
1 5 10 15 

Leu Gly Val Gly Asp Thr Met Tyr Thr Val Asn Gly Val His Pro Leu 
20 25 30 

Thr Leu Arg Trp Glu Glu Thr Arg Thr Pro Glu Ser Gin Pro Asp Thr 
35 40 45 

Pro Pro Gly Thr Pro Leu Val Ser Gin Asp Glu Lys Arg Asp Ala Glu 
50 55 50 

Leu Pro Lys Lys Arg Met Gly Lys Ser Asn Pro Gly Trp Glu Asn Leu 

65 70 75 80 

Glu Lys Leu Leu Val Phe Thr Ala Ala Gly Val Lys Pro Gly Xaa Lys 
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85 




Val 

Ala 

Gly 

Phe 

Asp 

Leu 

Asp 

Gly 




100 





Lys 

Val 

Phe 

Pro 

Thr 

Gly 

Pro 

Ser 



115 





120 

He 

Pro 

Arg 

Lys 

Leu 

Arg 

Glu 

Leu 


130 





135 


lie 

Phe 

Thr 

Asn 

Gin 

Met 

Ser 

lie 

145 





150 



Glu 

Phe 

Lys 

Ala 

Lys 

val 

Glu 

Ala 





165 




Phe 

Gin 

Val 

Leu 

Val 

Ala 

Thr 

His 




180 





Thr Gly 

Met 

Trp 

Asp 

His 

Leu 

Gin 



195 





200 

lie 

Ser 

lie Gly 

Asp 

Ser 

lie 

Phe 


210 





215 


Ala 

Asn 

Trp 

Ala 

Pro Gly 

Arg 

Lys 

225 





230 



Arg 

Leu 

Phe 

Ala 

Leu 

Asn 

Leu 

Gly 





245 




Phe 

Phe 

Leu 

Lys 

Trp 

Pro 

Ala 

Ala 




260 





Pro 

Arg 

Thr 

Val 

Ser Arg 

Ser 

Gly 



275 





280 

Ala 

Leu 

Leu 

Ser 

Ala 

Ser 

Pro 

Glu 


290 





295 


Gly Ala 

Gly Lys 

Ser 

Thr 

Phe 

Leu 

305 





310 



Tyr 

Val 

His 

Val 

Thr Gly 

Thr 

Arg 


325 



90 





95 


Thr 

105 

Leu 

lie 

Thr 

Thr 

Arg 

no 

Ser 

Gly 

Asp 

Trp 

Arg 

He 

Leu 

125 

Tyr 

Pro 

Glu 

Glu 

Ala 

Glu 

Gly 

140 

Tyr 

Lys 

Leu 

Val 

Gly 

Arg 

Gly 

155 

Lys 

Leu 

Pro 

Ala 

Glu 

160 

Val 

Val 

170 

Glu 

Lys 

Leu 

Gly 

Val 

175 

Pro 

Ala 

185 

Gly 

Leu 

Tyr 

Arg 

Lys 

190 

Pro 

val 

Glu 

Gin 

Ala 

Asn 

Asp 

205 

Gly 

Thr 

Pro 

Val 

Gly 

Asp 

Ala 

220 

Ala 

Gly 

Arg 

Pro 

Lys 

Lys 

Asp 

235 

Phe 

Ser 

Cys 

Ala 

Asp 

240 

Leu 

Pro 

250 

Phe 

Ala 

Thr 

Pro 

Glu 

255 

Glu 

Gly 

265 

Phe 

Glu 

Leu 

Pro 

Ala 

270 

Phe 

Asp 

Pro 

Leu 

Cys 

Leu 

Pro 

285 

Glu 

Ser 

Arg 

Val 

Val 

Val 

Ala 

300 

Val 

Gly 

Phe 

Pro 

Lys 

Lys 

His 

315 

Leu 

Val 

Ser 

Ala 

Gly 

320 


<210> 2977 
<211> 1420 
<212> DNA 

<213> Homo sapiens 
<400> 2977 

nngtcgaata tccatgcaga 
60 

ggcacctacc actgcactgc 
120 

attgcagaga aaagggccgt 
180 

gcagtgacag tggggcctgg 
240 

tgcaatgtgt caggggcact 
300 

gagatggcac ctgcgggggc 
360 

ggtgtgggca gcctgnnggc 
420 

gcatccagaa cataccggct 
480 


gtaccgcatg gtagtagggg 
cgctgagtgg attcaggatc 
cctggcccac gtggatgtgc 
tgaacgtcgg atcggcccag 
tcccccagca ggccgtcatg 
acctgggccc ggccgcctgg 
cctggctatg agggccgacn 
acggctagag gctgccaggc 


gtgcccaggc aggggacgca 
ctgatggcag ctgggcccag 
agacgctgtc cagccagctg 
gggagccctt ggaactgctg 
ctgcatactc tgtaggttgg 
tagcccagct ggacacagag 
acattgccat ggagaaggtg 
ctggtgatgc gggcacctac 


2212 



WO 00/58473 


PCT/U S00/0862 1 


cgctgcctcg ccaaagccta tgttcgaggg tctgggaccc ggcttcgtga agcagccagt 
540 

gcccgttccc ggcctctccc tgtacatgtg cgggaggaag gtgtggtgct ggaggctgtg 
600 

gcatggctag caggaggcac agtgtaccgc ggggagactg cctccctgct gtgcaacatc 
660 

tctgtgcggg gtggcccccc aggactgcgg ctggccgcca gctggtgggt ggagcgacca 
720 

gaggacggag agctcagctc tgtccctgcc cagctggtgg gtggcgtagg ccaggatggt 
780 

gtggcagagc tgggagtccg gcctggagga ggccctgtca gcgtagagct ggtggggccc 
840 

cgaagccatc ggctgagact acacagcttg gggcccgagg atgaaggcgt gtaccactgt 
900 

gcccccagcg cctgggtgca gcatgccgac tacagctggt accaggcggg cagtgcccgc 
960 

tcagggcctg ttacagtcta cccctacatg catgccctgg acaccctatt tgtgcctctg 
1020 

ctggtgggta caggggtggc cctagtcact ggtgccactg tccttggtac catcacttgc 
1080 

tgcttcatga agaggcttcg aaaacggtga tcccttactc cccagcccac accgggcacc 
1140 

cttttcaggt cttgcaggtg tcgactgtct tccggcccag ctccaagccc tcctctggtt 
1200 

gcctggacac cctctccctc tgtccactct tcctttaatt tatttgacct cccactaccc 
1260 

agaatgggag acgtgcctcc ccttccccac tccttccctc ccaagcccct ccctctggcc 
1320 

ttctgttctt gatctcttag ggatcctata gggaggccat ttcctgtcct ggaattagtt 
1380 

tttctaaaat gtgaataaac ttgttttata aaaagcaaaa 
1420 

<210> 2978 
<211> 369 
<212> PRT 

<213 > Homo sapiens 
<4 00> 2978 


Xaa Ser 

Asn 

He 

His 

Ala 

Glu 

Tyr 

Arg 

Met 

val 

Val 

Gly 

Gly 

Ala 

Gin 

1 



5 





10 





15 


Ala Gly 

Asp 

Ala 

Gly 

Thr 

Tyr 

His 

Cys 

Thr 

Ala 

Ala 

Glu 

Trp 

He 

Gin 



20 





25 





30 



Asp Pro 

Asp 

Gly 

Ser 

Trp 

Ala 

Gin 

lie 

Ala 

Glu 

Lys 

Arg 

Ala 

Val 

Leu 


35 





40 





45 




Ala His 

Val 

Asp 

Val 

Gin 

Thr 

Leu 

Ser 

Ser 

Gin 

Leu 

Ala 

Val 

Thr 

Val 

50 





55 





60 





Gly Pro 

Gly 

Glu 

Arg 

Arg 

lie 

Gly 

Pro 

Gly 

Glu 

Pro 

Leu 

Glu 

Leu 

Leu 

65 




70 





75 





80 

Cys Asn 

Val 

Ser 

Gly 

Ala 

Leu 

Pro 

Pro 

Ala 

Gly 

Arg 

His 

Ala 

Ala 

Tyr 



85 





90 





95 


Ser Val 

Gly 

Trp 

Glu 

Met 

Ala 

Pro 

Ala 

Gly 

Ala 

pro 

Gly 

Pro 

Gly 

Arg 



100 





105 





110 



Leu Val 

Ala 

Gin 

Leu 

Asp 

Thr 

Glu 

Gly 

Val 

Gly 

Ser 

Leu 

Xaa 

Ala 

Leu 
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115 120 125 

Ala Met Arg Ala Asp Xaa lie Ala Met Glu Lys Val Ala Ser Arg Thr 
130 135 140 

Tyr Arg Leu Arg Leu Glu Ala Ala Arg Pro Gly Asp Ala Gly Thr Tyr 
145 150 155 . 160 

Arg Cys Leu Ala Lys Ala Tyr Val Arg Gly Ser Gly Thr Arg Leu Arg 
165 170 175 

Glu Ala Ala Ser Ala Arg Ser Arg Pro Leu Pro Val His Val Arg Glu 
180 185 190 

Glu Gly Val Val Leu Glu Ala Val Ala Trp Leu Ala Gly Gly Thr Val 
195 200 205 

Tyr Arg Gly Glu Thr Ala Ser Leu Leu Cys Asn He Ser Val Arg Gly 
210 215 220 

Gly Pro Pro Gly Leu Arg Leu Ala Ala Ser Trp Trp Val Glu Arg Pro 

225 230 235 240 

Glu Asp Gly Glu Leu Ser Ser Val Pro Ala Gin Leu Val Gly Gly Val 

245 250 255 

Gly Gin Asp Gly Val Ala Glu Leu Gly Val Arg Pro Gly Gly Gly Pro 
260 265 270 

Val Ser Val Glu Leu Val Gly Pro Arg Ser His Arg Leu Arg Leu His 
275 280 285 

Ser Leu Gly Pro Glu Asp Glu Gly Val Tyr His Cys Ala Pro Ser Ala 
290 295 300 

Trp Val Gin His Ala Asp Tyr Ser Trp Tyr Gin Ala Gly Ser Ala Arg 

305 310 315 320 

Ser Gly Pro Val Thr Val Tyr Pro Tyr Met His Ala Leu Asp Thr Leu 

325 330 335 

Phe Val Pro Leu Leu Val Gly Thr Gly Val Ala Leu Val Thr Gly Ala 
340 345 350 

Thr Val Leu Gly Thr lie Thr Cys Cys Phe Met Lys Arg Leu Arg Lys 
355 360 365 

Arg 


<2 10> 2979 
<211> 2191 
<212 > DNA 
<213> Homo sapiens 

<4 00> 2979 

tttttttttt tttttttttt tttttttttt tttttttttt ccttgtcagg gtttatttca 
60 

tcagctaaca ttcattctcg acctagacaa aaacaattag atgattatga cttgcttttc 
120 

catcatcaac tcattttttt gtatgaataa ccaaaaaatt tcttcaacac ttttttttaa 
180 

gaagaagcta taaataaata aagctttaaa caatcctggg ttcaagttaa acagttccag 
240 

ttcccgaaaa gttcacagcc ttgttttgtg ggcagttctg ctgttcctgg cttccccttc 
300 

caggagggga cgtttgcagg tctgggggtc ctggtgacta agctgttagc tccactccct 
360 

gcctgtttcc gtcctcacag ccctgggagg gccccggtgg acagagtcct tacaatttag 
420 
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gagatgctgc tggcaaagga 
480 

ggctggacac ttgggggctg 
540 

cggcgctggc ccgagaggag 
600 

gtgcttccgt gtgagttggg 
660 

acaacctgcg ctcaggcccg 
720 

gccaggcctc tggctgggtg 
780 

gtgcaagacc tcacaatccc 
840 

catgttgagt gtccgagcag 
900 

actaaatccc cttggcactc 
960 

gcgcggcgct ggcacgctgt 
1020 

gtaaaatggg gccagtgtag 
1080 

tagcgacctc acctgacccc 
1140 

gcccgtggtg acccacgtct 
1200 

tggggcagga gagaggaccc 
1260 

tacctctgag tcagcctgcg 
1320 

cctgtgtggg ccctcctaga 
1380 

gggcacaggg cacgtgctta 
1440 

ccagtgggga aacctgcgcg 
1500 

tggggagcat ggggaaatgc 
1560 

gggaggccac ctacagctgt 
1620 

gttcctggcc atacagagcc 
1680 

tcccatgctc cagccgatgg 
1740 

gtatttgagc tcttgagtat 
1800 

ccagtgggtc agaaaggaga 
1860 

tgagccaggc ctgcctggat 
1920 

ggcagcatcc ctggccaaag 
1980 

ggcaatgcag ctcgggccta 
2040 


actgttgacc caaagcaggt 
agggcactgc cagctgccgc 
actgctttcc aaatgcagcg 
atgcggggca taagttaaca 
cgcacccagg aagcccatgg 
tccacctcct gccgggaagc 
ctgaacgtgt tcctcctcct 
attcccattg accctgacct 
acttccttag tgtgatgcat 
ccaccctgcc ctgttgacca 
gagacctgag ggtggggccc 
agcttcggct tcctgtgctg 
ccaccccatg gtgtggcaac 
ccaccaaccc cagccaggtg 
gcctgagcac accaatctac 
gacaccagct tggcctccta 
caacggatat gcaacatggc 
gctgctggga acagagcatg 
aaggagagcc agggtgggga 
tttgccaagg ctagttgaga 
actgtggtcc gagggtacgg 
aagcctgatg aacttaatcc 
gtgtttcggt gatggggctg 
acagaggcag gggagccctc 
ggtcacctcc caagggccag 
cctccccact cctgggctgc 
ctacccaaac ccctggcaaa 


ggcctgaatg ggaagtgcca 
cgcctctgga cacctcagcc 
aagagactga gacaagaccc 
catattccaa tatgtacaaa 
tgaaggtgag gtcaccttga 
caaggtgccc cacgtggctt 
ccaaggagtg cacccacccc 
ccctttgaaa gaaccacacc 
ccacccaggg aggtggccct 
tcctgtcctt ggaccccaaa 
ttatgccaga cctccagggg 
cagaaggcgc ttgctcccaa 
tgtggtggct gagtggaagc 
gcctgcagag cccactgccc 
tctctggggg atccagggtg 
gggcataagg aatggggaca 
ttttggtagg gccattgcag 
gccagccttt tgccaggggg 
gggctgagtg tctgttgtca 
atctgaaagc tcgagtccca 
ctcctgggca ggggctatgg 
gtacgctggt gggagcagtg 
gggcagcctg ctagcaaatc 
ggtccccagc ccttccagtc 
ccgcggactc acgcacaagt 
cagttggccc gaggaaggcc 
aggctggcca tgctctgttc 
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ccagcagccg cgcaggtttc cccactggct gcaatggccc taccaaaagc catgttgcat 
2100 

atccgttgta agcacgtgcc ctgtgccctg tccccattcc ttatgcccta ggaggccaag 
2160 

ctggtgtctc taggagggcc cacacaggca c 
2191 

<210> 2980 
<211> 140 
<212> PRT 

<213 > Homo sapiens 


<400> 2980 

Met Gly Thr Gly His Arg Ala Arg 
1 5 

Leu Leu Val Gly Pro Leu Gin Pro 
20 

Gly Thr Glu His Gly Gin Pro Phe 
35 40 

Asn Ala Arg Arg Ala Arg Val Gly 
50 55 

Arg .Pro Pro Thr Ala Val Leu Pro 
65 70 

Arg Val Pro Val Pro Gly His Thr 
85 

Ala Pro Gly Gin Gly Leu Trp Ser 
100 


Ala Tyr Asn Gly Tyr Ala Thr Trp 
10 15 

Val Gly Lys Pro Ala Arg Leu Leu 
25 30 

Ala Arg Gly Trp Gly Ala Trp Gly 
45 

Arg Ala Glu Cys Leu Leu Ser Gly 
60 

Arg Leu Val Glu Asn Leu Lys Ala 
75 80 
Glu Pro Leu Trp Ser Glu Gly Thr 
90 95 

His Ala Pro Ala Asp Gly Ser Leu 
105 HO 


Met Asn Leu lie Arg Thr Leu Val Gly Ala Val Val Phe Glu Leu Leu 
115 120 125 


Ser Met Cys Phe Gly Asp 
130 


Gly Ala Gly Ala Ala Cys 
135 140 


<210> 2981 
<211> 617 
<212> DNA 

<213> Homo sapiens 
<400> 2981 

nngaattccc cttcacggac 
60 

agacaacagc ctcccatgag 
120 

ataaacacga tgaacttgaa 
180 

ccatcttcag ctgcatctcc 
240 

gcangccagc acagttcatc 
300 

ccggagcagg aggctgccga 
360 

gcagaccccc aaggagtgac 
420 

tcagacacca cccaggagcc 
480 


ctgaagccta aggatgctgg 
tggtcagaaa gcagtgaaca 
gctccctcaa tgaaaacaga 
atccttctcc tcttcctctc 
atctgaggaa tccaccaaga 
ggcagattta tccaatatgg 
ctatgctgag ctaagcacca 
cccaggatct catgaatatg 


gaggtacttt tgtgcctaca 
cttgcagctg gtggtcacag 
caccagaacc atctttgtcg 
agtcttcatc atctacagat 
gaaccagcca ttccaaactt 
aaagggtatc tctctcgacg 
gcgccctgtc tgaggcagct 
cggcactgaa agtgtagcaa 
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gaagacagcc 
540 

ggagacgcag 

eoo 

ccttaaaaaa 

617 

<210> 2982 
<211> 107 
<212> PRT 
<213> Homo sapiens 

<400> 2982 

Lys Gin Thr Pro Glu Pro Ser Leu Ser Pro Ser Ser Ala Ala Ser Pro 
15 10 

Ser Phe Ser Ser Ser Ser Gin Ser Ser Ser Ser Thr Asp Ala Xaa Gin 
20 25 30 

His Ser Ser Ser Ser Glu Glu Ser Thr Lys Arg Thr Ser His Ser Lys 
35 40 45 

Leu Pro Glu Gin Glu Ala Ala Glu Ala Asp Leu Ser Asn Met Glu Arg 
50 55 50 

Val Ser Leu Ser Thr Ala Asp Pro Gin Gly Val Thr Tyr Ala Glu Leu 

65 70 75 80 

Ser Thr Ser Ala Leu Ser Glu Ala Ala Ser Asp Thr Thr Gin Glu Pro 

8S 90 95 

Pro Gly Ser His Glu Tyr Ala Ala Leu Lys Val 
100 105 

<210> 2983 

<211> 614 

<212> DNA 

<213> Homo sapiens 

<400> 2983 

cggccgctca gcatgtccgg gcactttctg ctcgcaccca tccccgagtc ctcctcggac 
60 

tacctactgc ccaaggacat caaactggcg gtgctgggcg ccggccgcgt gggcaagagc 
120 

gcaatgatcg tgcgcttcct gaccaagaga ttcattggag actatgaacc gaatacaggc 
180 

aagctgtatt cacggctggt ctatgtcgag ggggaccagc tctccctgca gatccaggat 
240 

actcccgggg gcgtccagat ccaagacagc ctcccccagg tcgtcgattc cctgcaaatg 
300 

cgtgcagtgg ccgagggttt tctgctggtc tattccatca cagactatga cagctacttg 
360 

tccatccgac ccc tttatca gcacatccgg aaggtccacc ctgactctaa agcccctgtc 
420 

atcatcgtgg gcaacaaggg ggaccttttg catgcccggc aggtgcagac acaggacggt 
480 

attcagctag ccaatgagct gggcagcctg ttccttgaaa tttccactag cgaaaactac 
540 

gaagatgtct gtgatgtgtt tcagcatctc tgcaaagaag tgagcaagat gcacggcctc 
600 


ctggccacta aaagaggggg gatcgtgctg gccaaggtta tcggaaatct 
atactgtgtt tccttgctct tcgtccatat caataaaatt aagtttctcg 
aaaaaaa 
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agtggggaaa gaag 
614 

<210> 2984 
<211> 204 
<212> PRT 

<213 > Homo sapiens 
< 4 0 0 > 2984 


Arg 

Pro 

Leu 

Ser 

Met 

Ser 

Gly 

His 

Phe 

Leu 

Leu 

Ala 

Pro 

lie 

Pro 

Glu 

l 




5 





10 





15 


Ser 

Ser 

Ser 

Asp 

Tyr Leu 

Leu 

Pro 

Lys 

Asp 

lie 

Lys 

Leu 

Ala 

val 

Leu 




20 





25 





30 



Gly Ala 

Gly 

Arg 

Val 

Gly 

Lys 

Ser 

Ala 

Met 

lie 

Val 

Arg 

Phe 

Leu 

Thr 



35 





40 





45 




Lys Arg 

Phe 

lie 

Gly Asp 

Tyr 

Glu 

Pro 

Asn 

Thr 

Gly 

Lys 

Leu 

Tyr 

Ser 


50 





55 





60 





Arg 

Leu 

Val 

Tyr 

Val 

Glu 

Gly 

Asp 

Gin 

Leu 

Ser 

Leu 

Gin 

lie 

Gin 

Asp 

65 





70 





75 





80 

Thr 

Pro 

Gly 

Gly 

Val 

Gin 

lie 

Gin 

Asp 

Ser 

Leu 

Pro 

Gin 

Val 

Val 

Asp 





85 





90 





95 


Ser 

Leu 

Gin 

Met 

Arg Ala 

Val 

Ala 

Glu 

Gly 

Phe 

Leu 

Leu 

val 

Tyr 

Ser 




100 





105 





110 



lie 

Thr 

Asp 

Tyr 

Asp 

Ser 

Tyr 

Leu 

Ser 

lie 

Arg 

Pro 

Leu 

Tyr 

Gin 

His 



115 





120 





125 




lie Arg 

Lys 

Val 

His 

Pro 

Asp 

Ser 

Lys 

Ala 

Pro 

Val 

lie 

lie 

Val 

Gly 


130 





135 





140 





Asn 

Lys 

Gly Asp 

Leu 

Leu 

His 

Ala 

Arg 

Gin 

Val 

Gin 

Thr 

Gin 

Asp 

Gly 

145 





150 





155 





160 

He 

Gin 

Leu 

Ala 

Asn 

Glu 

Leu 

Gly 

Ser 

Leu 

Phe 

Leu 

Glu 

lie 

Ser 

Thr 





165 





170 





175 


Ser 

Glu 

Asn 

Tyr 

Glu Asp 

Val 

Cys 

Asp 

Val 

Phe 

Gin 

His 

Leu 

Cys 

Lys 




180 





185 





190 



Glu 

Val 

Ser 

Lys 

Met 

His 

Gly 

Leu 

Ser 

Gly 

Glu 

Arg 







195 





200 










<210> 2985 
<211> 4547 
<212 > DNA 

<213 > Homo sapiens 
<4 00 > 2985 

nggcatcgct gggaggcggc tgcccgcgac cggagacggc agtgttggcg gtagtggtgg 
60 

gtggcagggg cctgtgaccg ggagctgccc ccggacccgg gcaccatgag ccaaggcccc 
120 

cccacagggg agagcagcga gcccgaagca aaagtcctcc acactaagcg gctttaccgg 
180 

gctgtggtgg aggctgtgca tcgacttgac ctcatccttt gcaacaaaac tgcttatcaa 
240 

gaagtattca aaccagaaaa cattagcctg aggaacaagc tgcgtgagct ctgcgtcaag 
300 

cttatgttcc tgcacccagt ggactatggg agaaaggctg aggagctgct gtggagaaag 
360 
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gtatactatg aagttatcca 
420 

actttggaat gtgcctacag 
480 

cttctctata tccagtccca 
540 

gtcactgacc ccctcatagg 
600 

tgggcacaga tggcatgtca 
660 

aatgaattag ctggcgtaga 
720 

tcagtagctc ctcagattgg 
780 

tactataatg tggaagccat 
840 

gagggagcct atgggaacct 
900 

ctgaagaagt gtgagactcg 
960 

aggttgctag tgaactttat 
1020 

gactcagagc tgacctcact 
1080 

tacctgccct cctcacccaa 
1140 

ggatatgctt tcctcccgga 
1200 

gtgcacagct tggagagagc 
1260 

gccctctttt cccacctcgt 
1320 

ggcgagaatc ccgtcccggc 
1380 

cctgtggaga aagaggagga 
1440 

gagggcagaa agagccgtaa 
1500 

cccaaagttg gtgatgacag 
1560 

tcagcccggg ccagtgaggg 
1620 

acggcctttg atgctgaaac 
1680 

gaagatatgg aggaagagga 
1740 

tcagaggctc ccgattccct 
1800 

aatctacaag ccatgtccac 
1860 

acctttagca acctgctcct 
1920 

ccttgcgtca atggggatgt 
1980 


gcttatcaag actaacaaaa 
gacgcacctg gttgctggta 
ctaccagctg gaactgcagt 
atgcaagaag ccagtgtctg 
ccgatgtctg gtgtatctgg 
taccgagctg ctagccgaga 
aatgcccttc aatcagctgg 
gtattgctac ctgcgctgca 
caagcggctg tatgacaagg 
gaaactgtct cctggcaaaa 
gtatctgcaa agcctcctac 
ttgccagtca gtcctggagg 
cctcagcctg gccagtgagg 
ccttctcatc tttcaaatgg 
aggatccaag cagtacagtg 
caatcatgtc aacatacggc 
attccagagt gatggcacag 
gccagatcct gagcctcctc 
gttctctcgc ctctcctgtc 
tgacctgagt gaaggctttg 
ctcagacagt ggctctgaca 
agactcggaa atgaatagcc 
ggggacacgg tcaccaaccc 
caatggccca ctgggcccca 
ccagatgttc cagactaagc 
ccagcccacc accaaccctc 
agacaagcct tcagagccag 


agcacatcca cagccggagc 
ttggcttcta ccagcatctc 
gctgcatcga ctggacccat 
cctcagggaa ggagatggat 
gggatttgtc ccgatatcag 
gattttacta ccaagccctg 
gcaccctggc aggcagcaag 
tccagtcaga agtgtccttt 
cagccaaaat gtaccaccaa 
agcgatgtaa agacattaaa 
agcccaaaag cagctccgtg 
acttcaacct ctgcctcttc 
atgaggagga gtatgagagt 
tcatcatctg ccttatgtgt 
cagccattgc cttcaccctg 
tgcaggctga gctggaagag 
atgaaccaga gtccaaggaa 
ctgtaacacc ccaagtgggt 
tccgccgtcg ccgccaccca 
aatcggactc aagccatgac 
agagtcttga aggtggggga 
aggagtcceg atcagacttg 
tggagccccc tcggggcaga 
gtgaggctag cattgccagc 
gctgcttccg actggccccc 
atacctcggc cagccacagg 
cctctgagga gggctctgag 
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tcggagggga gtgagtccag 
2040 

cttcaggtcc tgatggccga 
2100 

cggaccaacc ccgacctcat 
2160 

ctgtctgtgt tgctgaatct 
2220 

ttgtgtcctg aggtccaaga' 
2280 

cttctgctcc cagaggacat 
2340 

cgctttaact ttgacacgga 
2400 

atctgctgca tccgcagctt 
2460 

ttcaacccag aggttggcat 
2520 

cagcaggccc aggcacagtt 
2580 

agagacatgg ctcagctacg 
2640 

cagcccaagg cccagtcagc 
2700 

caccatctcc ctgtcatccg 
2760 

aggacagtga tcgatggcct 
2820 

attcggtacc tggaggcaga 
2880 

gtgggaaaga gctttgagcg 
2940 

tataagatcc tagacagctg 
3000 

ccgagtggca tggtgaccat 
3060 

ggccccatgc aggcagccct 
3120 

ctggacttct acaagcagtg 
3180 

gggctgactc cagatctctc 
3240 

ccaccacacg cagactcatg 
3300 

gggagggccc aggagccggc 
3360 

gcgaggaaag tgcttggatt 
3420 

gctcccctgc tgtctccagg 
3480 

ggttcttgga tctctgaggg 
3540 

gcagggtggt tggggccagg 
3600 


tggacgctcc tgtcggaatg 
aggtctgctt cctgctgtga 
catcgtgtgt gcgcagagct 
gttgcctgct gctggtgaac 
tcttcttgaa ggttgtgaac 
ggctcttcgt aacctgcccc 
tcggcccctg ctcagcacct 
tggtcatttc atcgcccgcc 
cttcgtcagc attgcccagt 
ccgaatggca caggaggaag 
acttcagctc gaagtgtctc 
catgtctccc tacctcgtcc 
ccaactggcc accagtggcc 
ggatttgctg aagaaggaac 
gtttaaaaaa ggaaacaggt 
gcataagctg aagaggcagg 
caaacagctg actctggccc 
catcacaggc cttccactgg 
gcaggccgct gcccacgcca 
gaaggaaatt ggttgatact 
ctgccctccc tggcagccag 
cacgcacaca ggagggaggc 
tgggagggtg gggtcccttt 
aggagagtct tgtgggcccc 
ggcaggtggt aggcatgggt 
gaaggaacag caaaagaggc 
agtttggacc ctctaggtct 


agcgcagcat ccaggagaag 
aagtcttcct ggactggctt 
ctcaaagtct gtggaaccgc 
tccaggagtc tggcctggcc 
tgcctgacct cccctctagc 
cgctccgagc tgcccacaga 
tagaggagtc agtggtgcgc 
tgcaaggcag catcctgcag 
ctgagcagga gagcctgctg 
ctcgtcggaa caggctcatg 
agctggaggg cagcctgcag 
ctgacaccca ggccctctgc 
gcttcattgt catcatccca 
acccaggggc ccgggatggg 
acattcgctg ccagaaagag 
atgcagatgc ctggactctc 
agggggcagg tgaggaggat 
acaaccccag cgtgctttca 
gtgtggacat caagaatgtt 
gacccccagg ccctgcagtg 
gaccagcacc tgtagtcacc 
ctagctgctc agaggctgca 
gttgccaaga cgttaggaaa 
cggccagcct tcctgcctca 
acctgcattt cactggaatg 
ccttcttcct cacccaagat 
tgggggaaga gctgggtaat 
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acctggtgtc tgagtgattc 
3660 

tttcagcccc ctttatgggg 
3720 

agcaaggcct ggagtggcct 
3780 

tgctgcaggg gctgcacatc 
3840 

ttccagggca gggagcaggc 
3900 

gtctcctgtg cccaccagcc 
3960 

gacagaatgg gatgccagga 
4020 

tcctatctaa gggagggctg 
4080 

ggctccttga agctgctcag 
4140 

aagacctgaa ggggctggct 
4200 

aatagctcag ggcagtgaat 
4260 

aggattgcct cagctcctcc 
4320 

tggagggtct cagctctgct 
4380 

ttagaggata gttggcttcc 
4440 

ggtgagtgga gtcaccccac 
4500 

ataaaccccc caagcccaaa 
4547 


tctgcagacc cttcccctcc 
accaggcagc tctggagcca 
gcaccgagta gcagggtcag 
ccattgcccc acttctgctt 
cccacctagg gctgcaggca 
ccacaggtgc tgtgctttgt 
agagaagaaa gggggtgcag 
aagacaaggg gccggcattc 
tcagaggccc ccgtccctcc 
tttggagtgt tgaggtgaat 
ggcgcaccaa gagcagggct 
ccctcaggct gggaggatag 
gcccccaccc cagtactagc 
tgcctctctc ctctaaaata 
tcccagttgc tggcagagac 
aaaaaaaaaa aaaaaaaaaa 


tcaaggatca cccatcctcc 
gccacagggg ctgttagaga 
ggttcgtgtg ctcctcctcc 
tgtgtctccc tctgtctagc 
gtctggcctg tgccagcacg 
gctcttggct gctgtgctgg 
tctgaggcca ccacccccct 
agtgggcagc agaaaggaga 
ttttgccttc cgcaggactg 
atctgggagc agagatcatg 
gtgtgtggga ggctgcagcc 
cacaggctag gggctcgggg 
ctagcttccc aagctgtggc 
gcaagtctgg gaaatcctgg 
tgagactaaa gcatcactta 
aaaaaaa 


<210> 2986 
<211> 988 
<212 > PRT 

<213 > Homo sapiens 
<400> 2986 

Glu Ala Val His Arg Leu Asp Leu 
1 5 

Gin Glu Val Phe Lys Pro Glu Asn 
20 

Glu Leu Cys Val Lys Leu Met Phe 
35 40 

Lys Ala Glu Glu Leu Leu Trp Arg 
50 55 

Leu lie Lys Thr Asn Lys Lys His 
65 70 

Cys Ala Tyr Arg Thr His Leu Val 
85 

Leu Leu Leu Tyr lie Gin Ser His 
100 

lie Asp Trp Thr His Val Thr Asp 


lie Leu Cys Asn Lys Thr Ala Tyr 
10 15 

lie Ser Leu Arg Asn Lys Leu Arg 
25 30 

Leu His Pro Val Asp Tyr Gly Arg 
45 

Lys Val Tyr Tyr Glu Val lie Gin 
60 

lie His Ser Arg Ser Thr Leu Glu 
75 80 

Ala Gly lie Gly Phe Tyr Gin His 
90 95 

Tyr Gin Leu Glu Leu Gin Cys Cys 
105 HO 

Pro Leu He Gly Cys Lys Lys Pro 
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115 




120 

Val Ser 

Ala Ser 

Gly 

Lys 

Glu 

Met 

130 




135 


Arg Cys 

Leu Val 

Tyr 

Leu 

Gly 

Asp 

145 



150 



Ala Gly 

Val Asp 

Thr 

Glu 

Leu 

Leu 



165 




Leu Ser 

Val Ala 

Pro 

Gin 

lie 

Gly 


180 





Leu Ala 

Gly Ser 

Lys 

Tyr 

Tyr 

Asn 


195 




200 

Arg Cys 

lie Gin 

Ser 

Glu 

Val 

Ser 

210 




215 


Lys Arg 

Leu Tyr 

Asp 

Lys 

Ala 

Ala 

225 



230 



Cys Glu 

Thr Arg 

Lys 

Leu 

Ser 

Pro 



245 




Lys Arg 

Leu Leu 

Val 

Asn 

Phe 

Met 


260 





Lys Ser 

Ser Ser 

Val 

Asp 

Ser 

Glu 


275 




280 

Leu Glu 

Asp Phe 

Asn 

Leu 

Cys 

Leu 

290 




295 


Leu Ser 

Leu Ala 

Ser 

Glu 

Asp 

Glu 

305 



310 



Phe Leu 

Pro Asp 

Leu 

Leu 

lie 

Phe 



325 




Cys Val 

His Ser 

Leu 

Glu 

Arg 

Ala 


340 





He Ala 

Phe Thr 

Leu 

Ala 

Leu 

Phe 


355 




360 

lie Arg 

Leu Gin 

Ala 

Glu 

Leu 

Glu 

370 




375 


Phe Gin 

Ser Asp 

Gly 

Thr 

Asp 

Glu 

385 



3 90 



Lys Glu 

Glu Glu 

Pro 

Asp 

Pro 

Glu 



405 




Gly Glu 

Gly Arg 

Lys 

Ser 

Arg 

Lys 


420 





Arg Arg 

Arg His 

Pro 

Pro 

Lys 

Val 


435 




440 

Gly Phe 

Glu Ser 

Asp 

Ser 

Ser 

His 

450 




455 


Ser Asp 

Ser Gly 

Ser 

Asp 

Lys 

Ser 

465 



470 



Asp Ala 

Glu Thr 

Asp 

Ser 

Glu 

Met 



485 




Leu Glu 

Asp Met 

Glu 

Glu 

Glu 

Glu 


500 





Pro Pro 

Arg Gly 

Arg 

Ser 

Glu 

Ala 


515 




520 

Gly Pro 

Ser Glu 

Ala 

Ser 

lie 

Ala 

530 




535 


Gin Met 

Phe Gin 

Thr 

Lys 

Arg 

Cys 






125 




Asp 

Trp 

Ala 

Gin 

Met 

Ala 

Cys 

His 




140 





Leu 

Ser 

Arg 

Tyr 

Gin 

Asn 

Glu 

Leu 



155 





160 

Ala 

Glu 

Arg 

Phe 

Tyr 

Tyr 

Gin 

Ala 


170 





175 


Met 

Pro 

Phe 

Asn 

Gin 

Leu 

Gly 

Thr 

185 





190 



Val 

Glu 

Ala 

Met 

Tyr 

Cys 

Tyr 

Leu 





205 




Phe 

Glu 

Gly 

Ala 

Tyr 

Gly 

Asn 

Leu 




220 





Lys 

Met 

Tyr 

His 

Gin 

Leu 

Lys 

Lys 



235 





240 

Gly 

Lys 

Lys 

Arg 

Cys 

Lys 

Asp 

lie 


250 





255 


Tyr 

Leu 

Gin 

Ser 

Leu 

Leu 

Gin 

Pro 

265 





270 



Leu 

Thr 

Ser 

Leu 

Cys 

Gin 

Ser 

Val 





285 




Phe 

Tyr 

Leu 

Pro 

Ser 

Ser 

Pro 

Asn 




300 





Glu 

Glu 

Tyr 

Glu 

Ser 

Gly 

Tyr 

Ala 



315 





320 

Gin 

Met 

Val 

lie 

lie 

Cys 

Leu 

Met 


330 





335 


Gly 

Ser 

Lys 

Gin 

Tyr 

Ser 

Ala 

Ala 

345 





350 



Ser 

His 

Leu 

val 

Asn 

His 

Val 

Asn 





365 




Glu 

Gly 

Glu 

Asn 

Pro 

val 

Pro 

Ala 




380 





Pro 

Glu 

Ser 

Lys 

Glu 

Pro 

Val 

Glu 



395 





400 

Pro 

Pro 

Pro 

Val 

Thr 

Pro 

Gin 

Val 


410 





415 


Phe 

Ser 

Arg 

Leu 

Ser 

Cys 

Leu 

Arg 

425 





430 



Gly 

Asp 

Asp 

Ser 

Asp 

Leu 

Ser 

Glu 





445 




Asp 

Ser 

Ala 

Arg 

Ala 

Ser 

Glu 

Gly 




460 





Leu 

Glu 

Gly 

Gly 

Gly 

Thr 

Ala 

Phe 



475 





480 

Asn 

Ser 

Gin 

Glu 

Ser 

Arg 

Ser 

Asp 


490 





495 


Gly 

Thr 

Arg 

Ser 

Pro 

Thr 

Leu 

Glu 

505 





510 



Pro 

Asp 

Ser 

Leu 

Asn 

Gly 

Pro 

Leu 





525 




Ser 

Asn 

Leu 

Gin 

Ala 

Met 

Ser 

Thr 




540 





Phe 

Arg 

Leu 

Ala 

Pro 

Thr 

Phe 

Ser 
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545 




Asn 

Leu 

Leu 

Leu 

Arg 

Pro 

Cys 

Val 




580 

Glu 

Glu Gly 

Ser 



595 


Arg 

Asn 

Glu 

Arg 


610 



Gly Leu 

Leu 

Pro 

625 




Pro 

Asp 

Leu 

lie 

Arg 

Leu 

Ser 

Val 




660 

Glu 

Ser Gly 

Leu 



675 


Cys 

Glu 

Leu 

Pro 


690 



Ala 

Leu 

Arg 

Asn 

705 




Phe 

Asp 

Thr 

Asp 

Arg 

lie 

Cys 

Cys 




740 

Gly Ser 

lie 

Leu 



755 


Ala 

Gin 

Ser 

Glu 


770 



Arg 

Met 

Ala 

Gin 

785 




Ala 

Gin 

Leu 

Arg 

Gin 

Gin 

Pro 

Lys 




820 

Thr 

Gin 

Ala 

Leu 



835 


Ser 

Gly 

Arg 

Phe 


850 



Asp 

Leu 

Leu 

Lys 

865 




Leu 

Glu 

Ala 

Glu 

Glu 

Val 

Gly 

Lys 




900 

Asp 

Ala 

Trp 

Thr 



915 


Leu 

Ala 

Gin 

Gly 


930 



lie 

Thr 

Gly 

Leu 

945 




Gin 

Ala 

Ala 

Leu 

Val 

Leu 

Asp 

Phe 


Gin 

550 

Pro 

Thr 

Thr 

565 

Asn 

Gly 

Asp 

Val 

Glu 

Ser 

Glu 

Gly 

Ser 

lie 

Gin 

600 

Glu 

Ala 

Val 

615 

Lys 

Val 

lie 

630 

Val 

Cys 

Ala 

645 

Leu 

Leu 

Asn 

Leu 

Ala 

Leu 

Cys 

Pro 

Asp 

Leu 

Pro 

680 

Ser 

Leu 

Pro 

695 

Pro 

Leu 

Arg 

710 

Pro 

Leu 

Leu 

725 

lie 

Arg 

Ser 

Phe 

Gin 

Phe 

Asn 

Pro 

Gin 

Glu 

Ser 

760 

Leu 

Glu 

Glu 

775 

Ala 

Arg 

Leu 

790 

Gin 

Leu 

Glu 

805 

Ala 

Gin 

Ser 

Ala 

Cys 

His 

His 

Leu 

lie 

Val 

lie 

840 

lie 

Lys 

Glu 

855 

His 

Pro 

Phe 

870 

Lys 

Lys 

Gly 

885 

Ser 

Phe 

Glu 

Arg 

Leu 

Tyr 

Lys 

lie 

Ala 

Gly 

Glu 

920 

Glu 

Pro 

Leu 

935 

Asp 

Asn 

Gin 

950 

Ala 

Ala 

Ala 

965 

Tyr 

Lys 

Gin 

Trp 


Asn 

Pro 

555 

His 

Thr 

Asp 

570 

Lys 

Pro 

Ser 

585 

Ser 

Glu 

Ser 

Ser 

Lys 

Leu 

Gin 

Val 

Phe 

Leu 

Asp 

620 

Trp 

Gin 

Ser 

635 

Ser 

Gin 

Leu 

650 

Pro 

Ala 

Ala 

665 

Glu 

Val 

Gin 

Asp 

Ser 

Leu 

Leu 

Leu 

Arg 

Ala 

Ala 

700 

His 

Ser 

Thr 

715 

Leu 

Glu 

Gly 

730 

His 

Phe 

lie 

745 

Glu 

Val 

Gly 

lie 

Leu 

Gin 

Gin 

Ala 

Arg 

Asn 

Arg 

780 

Leu 

Val 

Ser 

795 

Gin 

Leu 

Met 

810 

Ser 

Pro 

Tyr 

825 

Pro 

Val 

lie 

Arg 

Pro 

Arg 

Thr 

Val 

Gly 

Ala 

Arg 

860 

Asp 

Asn 

Arg 

875 

Tyr 

lie 

His 

890 

Lys 

Leu 

Lys 

905 

Leu 

Asp 

Ser 

Cys 

Asp 

Pro 

Ser 

Gly 

Pro 

Ser 

Val 

940 

Leu 

His 

Ala 

955 

Ser 

Val 

Lys 

970 

Glu 

lie 

Gly 


560 


Ser 

Ala 

Ser 

575 

His 

Glu 

Pro 

590 

Ala 

Ser 

Gly 

605 

Arg 

Ser 

Cys 

Leu 

Met 

Ala 

Glu 

Leu 

Arg 

Thr 

Asn 

640 

Ser 

Leu 

Trp 

655 

Asn 

Gly 

Glu 

670 

Leu 

Gin 

Leu 

685 

Leu 

Glu Gly 

Pro 

Glu Asp 

Met 

Arg 

Arg 

Phe 

Asn 

720 

Glu 

Ser 

Val 

735 

Val 

Ala 

Arg 

750 

Leu 

Gin 

Phe 

765 

Val 

Ser 

lie 

Gin 

Ala 

Gin 

Phe 

Met 

Arg Asp 

Met 

800 

Glu 

Gly Ser 
815 

Leu 

Leu 

Val 

830 

Pro 

Asp 

Gin 

845 

Leu 

Ala 

Thr 

lie 

Asp 

Gly Leu 

Gly 

lie 

Arg 

Tyr 

880 

Arg 

Cys 

Gin Lys 
895 

Arg 

Gin 

910 

Asp 

Ala 

Lys 

925 

Gin 

Leu 

Thr 

Met 

Val 

Thr 

lie 

Ser 

Gly 

Pro 

Met 

960 

Asp 

lie 

Lys 

975 

Asn 
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980 


985 


<210 > 2987 

<211> 1016 

<212 > DNA 

<213 > Homo sapiens 

<400> 2987 

ngtcgacaag gtgggaaggt aaccgatgga tgggggggga aggttgtggt gctcacggcc 
60 

acatcaataa ggctcaatac attccttggg gacaggaaga agaaattcaa ctagtttctt 
120 

gaaaggcggt cctgaaattc acaggggaga gcggatattc caggaggcag tctaagttat 
180 

ctgaggcgtg caactcaccc agtgagacca agttactgta gttctccagc atcacgtccc 
240 

agtacaggtc cctctgagcg tcatccaggt cctgccactc ctcccaggtg aagtgcacag 
300 

ctacctcctc aaaggacacc aactcctgta atgataccag gctgttgtag gtctccagca 
360 

tcacgttcct gtacagggtc ctctaagcat catccacgtc ctgccactct tcccaggtga 
420 

agtgoacagc cacatcttca aaggacacca accccagaga tttattcctt tcttgtagct 
480 

gggccggctt ggggcttggt tctatgtccc tgcgggtcgg tgcgagggcg aagaggaacc 
540 

cgtgggcccg ggggatcccg gggggccgga ccagtgttcc ccagttgtgg gagcagacgc 
600 

gtgggcgcat cacgggcggg cagggctgaa gtgcagctat gtttccagtg tcctctgggt 
660 

gtttccaaga gcaacaggaa acgaataaat ctctgatgga gtctcactct gtcacccagg 
720 

ctggagtgca gtggcacgat ctccgctcac tgcaagctcc acctcccagg ttcacaccat 
780 

cctcctgcct cagcctcccg agttgcaggg actacaggca cccgccacaa tgcccggcta 
840 

ttttttgtgt ttttagtaga gatggggttt cactatgtta gccaggatgg tcttgatctc 
900 

ctgacctcat tactcgccng actccggctc ccaaagtgct ggaattacna gcgtgagaca 
960 

ccgQgcc^M tctccatcaa atgacttttt aaataaaata cggttctcac ctaaca 
1016 

<210> 2988 
<211> 95 
<212> PRT 

<213 > Homo sapiens 
<400> 2988 

Trp Ser Leu Thr Leu Ser Pro Arg Leu Glu Cys Ser Gly Thr lie Ser 

1 ■ 5 10 15 

Ala His Cys Lys Leu His Leu Pro Gly Ser His His Pro Pro Ala Ser 

20 25 50 

Ala Ser Arg Val Ala Gly Thr Thr Gly Thr Airg His Asn Ala Arg Leu 
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35 40 45 

Phe Phe Val Phe Leu Val Glu Met Gly Phe His Tyr Val Ser Gin Asp 
SO 55 60 

Gly Leu Asp Leu Leu Thr Ser Leu Leu Ala Xaa Leu Arg Leu Pro Lys 
6 5 70 75 80 

Cys Trp Asn Tyr Xaa Arg Glu Thr Pro Arg Leu Val Ser lie Lys 
85 90 95 

< 2 1 0 > 2989 
<211> 1185 
«212> DNA 

< 2 13 > Homo sapiens 
<400> 2989 

nnagtgcggc acccagaggc ggtcctgtag ctgggccggc ttggggcttg gtcctgcggg 
60 


tcggtgcgag ggcgaagagg aacccgtggg 
120 

ttccccagtt gtgggagcag acgcgtgggc 
180 

gctatgtttc cagtgttctc tggctgtttc 
240 

gagttggtgt cctttgagga ggtagctgtg 
300 

gatgacgctc agaggaccct gtacagggac 
360 

tcattggggc attgcattac caaacctgag 
420 

ccatggatag tagaagaaac cctaaacctg 
480 

ttctcaggta tttgccacag gagcctggtg 
540 

actctggaac tgtattccca attgtcaatt 
600 

ttcaaacatg atgtgtccaa gtctgtatca 
660 

tccaaatttc acatcaccag taacaaacta 
720 

aaactcccct ttttaccctt tgcacagcaa 
780 

ttttttaact attgcttccc tattctgtat 
840 

tcatctgttt tcctcttttc ctctcctctg 
900 

aggaatggcn gttaaaatgc caatatggtc 
960 

ttatttacac cctgtttgtg aagtggctgt 
1020 

ggcatgtaca aagagaattt tatgctgcct 
1080 

agctttttgt atctgtaggt ttaatatctg 
1140 

ttgaaataaa atcagatgct tgcatctgta 
1185 


cccgggggat cccggggggc cggaccagtg 
gcatcgcggg cgggcagggc ctgaagtgca 
caagagctac aagaaaagaa taaatctctg 
cacttcacct gggaggagtg gcaggacctg 
gtgatgctgg agacctacag cagcctggta 
atgatcttca agctagagca aggagcagag 
agactttcag gtggaagcaa gaagcaagtt 
gagctccagg aggtttgatc tctcttgtga 
ggacatccct acgtatggga cctcagatat 
cttctggcca tcatattgtt cttttatttt 
gctgtgatca tggcagatag cctggaaata 
attgacatca aatcctgttt ctactttttt 
tctcactgct ccatctcctg atgtaggagg 
actcttaagc cctttcccat tctctttctc 
ttgtaacttt cctgtactta gtgaacctcc 
gttcaccctg ggtggacacg gaatgttttt 
gtgtacagtt attaatttgt aagtacactc 
tgtatgtaag caaacttgga tgcaaaatat 
gtgaacataa aaaaa 
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<210> 2990 

<211> 114 

<212> PRT 

<213 > Homo sapiens 


<400> 2990 


Met 

Phe 

Pro 

Val 

Phe 

Ser Gly 

Cys 

Phe 

Gin 

Glu 

Leu 

Gin 

Glu Lys 

Asn 

.1 




5 





10 




15 


Lys 

Ser 

Leu 

Glu 

Leu 

Val 

Ser 

Phe 

Glu 

Glu 

Val 

Ala 

Val 

His Phe 

Thr 



20 





25 


v 



30 


Trp 

Glu 

Glu 

Trp Gin Asp 

Leu 

Asp 

Asp 

Ala 

Gin 

Arg 

Thr 

Leu Tyr Arg 



35 





40 





45 



Asp Val 

Met 

Leu 

Glu 

Thr 

Tyr 

Ser 

Ser 

Leu 

Val 

Ser 

Leu 

Gly His 

Cys 


50 





55 





60 




He 

Thr 

Lys 

Pro 

Glu 

Met 

lie 

Phe 

Lys 

Leu 

Glu 

Gin 

Gly Ala Glu 

Pro 

65 




70 





75 




80 

Trp 

He 

Val 

Glu 

Glu 

Thr 

Leu 

Asn 

Leu Arg 

Leu 

Ser Gly Gly Ser 

Lys 




85 





90 




95 


Lys 

Gin 

Val 

Phe 

Ser Gly 

lie 

Cys 

His 

Arg 

Ser 

Leu 

val 

Glu Leu 

Gin 


100 105 110 

Glu Val 


<210> 2991 

<211> 980 

<212 > DNA 

<213 > Homo sapiens 

<400> 2991 

ntttatttgt caatgtgcaa tatttttaca cttctgaatt tctctgtaca atgtcttaga 
60 

atctagaata taaaggttgc tggtcctgat cccttgcaga gtgagtgcag cagtgacagc 
120 

ttggtgggct ccagctgacc cctccagagc ccctgagtgg tggcggtctg cagtcctcag 
180 

tcagcagcag cagacgtcac ccgtcataca gggccattca ctgaagtgtc acctggtgcg 
240 

cttggttggc cagtcctctg ctcgggactg ctgctgggag gcctgggcgc cgcgcacttc 
300 

gcctctgcag tctcgggaca ctcctctgcg tctttacaag cagcatcttg agaggtagac 
360 

agtttccctt cctcactttt gaagaccgca gtctctgtct tggcatctac agtgaggctg 
420 

agcgtttcct tcatgccgcc attcatcact gtctcagtta ccttgtctgt actttctgca 
480 

tcctcctctc cgtcagagct ggcttccatg gccacactgc ctgccgcttc tggctgcact 
540 

gccagggcag ccgcactggg agtcagaggg tccatgggtt cagtgctggt ttccatttcc 
600 

actggagaat tactccttaa agaatctttt gtgctttctc agggaagagt gaactctgaa 
660 

aaagaagccc agcccgtctc tttagttggc atcggctcct ctgtgctcca gacatcagat 
720 
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cccacagaat ccaatggagc accgtgggtt gtttccattg 
780 

cagttgggtg gttcactcag gtccacctcc attttatcct 
840 

tcaaacaagt cttgctttgc tccatcttct tcttcagagt 
900 

gtactccccg agctggatcg tctttgggat tctggtgtga 
960 

catatatctt cctcatcaga 
980 

<210> 2992 
<211> 64 
<212 > PRT 

<213 > Homo sapiens 

<400> 2992 
Val Val Ala Val 
l 

His Thr Gly Pro 
20 

Val Leu Cys Ser 
35 

Ala Ser Ala Val 
50 

<210> 2993 
<211> 687 
<212> DNA 
<213 > Homo sapiens 

<4 00> 2993 

nnatgcccgc ggtccaggga gccgctgatg gtcactgaag 
60 

cgggagcagg aagaaaagga ggacatggag acccaggctg 
120 

cgatacctca agtttgacat cgagattgga cgtggctcct 
180 

ctagacaccg acaccacagt ggaggtggcc tggtgtgagc 
240 

agagctgagc ggcagcgctt ctcagaggag gtggagatgc 
300 

aacatcgtcc gcttctatga ttcgtggaag tcggtgctga 
360 

ctggtcaccg aactcatgac ctcgggcacg ctcaagacgt 
420 

atgaagccgc gggtccttca gcgctggagc cgccaaatcc 
480 

cactcccggg ttcctcccat cctgcaccgg gatctcaagt 
540 

ggacctactg gctctgtcaa aatcggggac ctgggcctgg 
600 

tttgccaaga gtgtcatcgg gaccccggaa ttcatggccc 
660 


Cys Ser Pro Gin Ser Ala Ala 
5 10 
Phe Thr Glu Val Ser Pro Gly 
25 

Gly Leu Leu Leu Gly Gly Leu 
40 

Ser Gly His Ser Ser Ala Ser 
55 


ggacatcaaa gttagctgac 
ccgtgttggc actgctgggt 
ctgtactttc ctcactgtct 
atgcgacgtg cttttcctcc 


Ala Asp Val Thr Arg 
15 

Ala Leu Gly Trp Pro 
30 

Gly Ala Ala His Phe 
45 

Leu Gin Ala Ala Ser 
60 


ctgtggccct 

tggcaacgtc 

tcaagacggt 

tgcagactcg 

tcaaggggct 

ggggccaggt 

acctgaggcg 

tgcggggact 

gcgacaatgt 

ccacgctcaa 

ccgagatgta 


agagcggcgg 

ccccgatggc 

gtatcgaggg 

gaaactgtct 

gcagcacccc 

ttgcatcgtg 

gttccgggag 

tcatttccta 

ctttatcacg 

gcgcgcctcc 

cgaggaaaag 
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tacgatgagg ccgtggacgt gtacgcg 
687 

<210> 2994 
<211> 229 
<212> PRT 

<213 > Homo sapiens 
<400> 2994 

Xaa Cys Pro Arg Ser Arg Glu Pro Leu Met Val Thr Glu Ala Val Ala 
1 5 10 15 

Leu Glu Arg Arg Arg Glu Gin Glu Glu Lys Glu Asp Met Glu Thr Gin 
20 25 30 

Ala Val Ala Thr Ser Pro Asp Gly Arg Tyr Leu Lys Phe Asp He Glu 
35 40 45 

lie Gly Arg Gly Ser Phe Lys Thr Val Tyr Arg Gly Leu Asp Thr Asp 
50 55 60 

Thr Thr Val Glu Val Ala Trp Cys Glu Leu Gin Thr Arg Lys Leu Ser 

65 70 75 80 

Arg Ala Glu Arg Gin Arg Phe Ser Glu Glu Val Glu Met Leu Lys Gly 

85 90 95 

Leu Gin His Pro Asn lie Val Arg Phe Tyr Asp Ser Trp Lys Ser Val 
100 105 110 

Leu Arg Gly Gin Val Cys lie Val Leu Val Thr Glu Leu Met Thr Ser 
115 120 125 

Gly Thr Leu Lys Thr Tyr Leu Arg Arg Phe Arg Glu Met Lys Pro Arg 
130 135 . 140 

Val Leu Gin Arg Trp Ser Arg Gin lie Leu Arg Gly Leu His Phe Leu 

145 150 155 160 

His Ser Arg Val Pro Pro lie Leu His Arg Asp Leu Lys Cys Asp Asn 

165 170 175 

Val Phe lie Thr Gly Pro Thr Gly Ser Val Lys lie Gly Asp Leu Gly 
180 185 190 

Leu Ala Thr Leu Lys Arg Ala Ser Phe Ala Lys Ser Val lie Gly Thr 
195 * 200 205 

Pro Glu Phe Met Ala Pro Glu Met Tyr Glu Glu Lys Tyr Asp Glu Ala 
210 215 220 

Val Asp Val Tyr Ala 


<210> 2995 
<211> 1879 
<212> DNA 

<213 > Homo sapiens 
<400> 2995 

ntttagtagt agtattacat tgtgaatttt attttcaaat ttgatcaata aagatgaaaa 
60 

taataaaatt aagcagtcaa aagaagtagc aaaaacaaga tagtcattca tatatacaga 
120 

acatatagat tcatttctag ttgattcaat cctatttatg tatttaaaat acaaaataat 
180 

ggccatctgg ctagttccaa cggtagagca tgagactctt aaaatacaaa atacatctta 
240 
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atgtgtcaag aagaccacag ttagcaccag 
300 

ttttttattt ttatttttac tttattatta 
360 

ctgntcaccc aggctggaat acagtggtgt 
420 

aggttcaagc gattctcctg cctcagcctc 
480 

ccaccacacc cgggtgattt ttgtattttt 
540 

ggctggtctc gaactcccga cctcaagtga 
600 

gattacaggt gtgagccact gcacccagcc 
660 

aggttttagc ttaataatcc tcattagttt 
720 

tattttgcct tagtgggcct aaacagaata 
780 

tagagtataa atgggtttct cactccttag 
840 

acacaggtga atgtccctgg . ttatccctga 
900 

ctgaggccaa agtctgtggt ttgatcatct 
960 

ctttgtctcc aaattctttt tctcggtgct 
1020 

ccacgaaaac tcccccaagg atgaagcctt 
1080 

tccaggctcg gaagaagttg taccacactc 
1140 

tccgcctttg tggaccatag aactttttct 
1200 

aaggctggaa atccttcact tcagtcctga 
1260 

cgcccagctg gtccaacatg cttttcaggg 
1320 

ggaaacagcc tggcctccgc acggccataa 
1380 

ttgctttgaa agtccttggc tccttctcca 
1440 

ccagggccgc tttctggggc ttggacagaa 
1500 

aggcagcagc ccccagggct cctgcaccaa 
1560 

ggtcctggag gaaagacatt tctcaagtgc 
1620 

cgcccgggcg ctaaggggcc aaaccgcccg 
1680 

gtacctggag gatatagacc tgaaaacact 
1740 

ggagctatgg gaaaaaaatg gagctgtgat 
1800 

ctgtcgagag gaagctgcgg atctgtcctc 
1860 


gaaaggaact ttactttagc ttctgattac 
ttattattat ttttgagatg gagtctcact 
gatctcagct cactgcaacc tccacctccc 
ctgagtagct gggactctga tagatgcctg 
agtagagacg gggtttcgcc atgttgctca 
cttgctcacc ttggcctccc aaagtgctgg 
tggcagtcaa ttttaagcct cctatttccc 
ttcagatttt tgtcagtctt gttttggggc 
ttaaaataca ttaataatcc atactgagag 
ggacacgagt ggaaacaata catcccatga 
gctgggcagt ttcacacaat cattttttct 
tagcagcttc cagaacagaa agtaggttta 
caagaagaat gccctgcttt cctgatccca 
ctccttccag gtttccagag aagcctccgt 
ccagacggat aaatcccata aacatcatct 
tttcatccag gaagatttct cctttgaaat 
tgtgctcctt taccactgca tagaggggga 
aggacagatc cgcagcttcc tctcgacaga 
tcacagctcc atttttttcc catagctcct 
gtgttttcag gtctatatcc tccaggtact 
acacgtctgt gttggcaagc agcaatgcca 
tggaccacat ccccatggtg aagaaacttg 
ctcccttctg ccggcctttt accgccccga 
gcccggaggg tcccaggggc gggccccgga 
ggagaaggaa ccaaggactt tcaaagcaaa 
tatggccgtg cggaggccag gctgtttcct 
cctgaaaagc atgttggacc agctgggcgt 
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ccccctctat gcagtggta 
1879 

<210> 2996 
< 211 > 101 
<212> PRT 
<213> Homo sapiens 

<4 00> 2996 


His 

Gin 

Glu 

Arg 

Asn 

Phe 

Thr 

Leu 

1 




5 




lie 

Phe 

Thr 

Leu 

Leu 

Leu 

Leu 

Leu 




20 





Leu 

Xaa 

Thr 

Gin 

Ala 

Gly 

lie 

Gin 



35 





40 

Pro 

Pro 

Pro 

Pro 

Arg 

Phe 

Lys 

Arg 


50 





55 


Ser 

Trp 

Asp 

Ser Asp 

Arg 

Cys 

Leu 

65 





70 



lie 

Phe 

Ser 

Arg Asp 

Gly Val 

Ser 





85 




Thr 

Pro 

Asp 

Leu 

Lys 





100 


Ala 

Ser Asp Tyr 
10 

Phe 

Phe 

He 

15 

Phe 

Leu 

25 

Phe 

Leu Arg 

Trp 

Ser 

30 

Leu 

Thr 

Trp 

Cys 

Asp Leu 

Ser 

45 

Ser 

Leu 

Gin 

Phe 

Ser 

Cys Leu 
60 

Ser 

Leu 

Leu 

Ser 

Pro 

Pro 

His Pro 
75 

Gly 

Asp 

Phe 

Cys 

80 

Pro 

Cys 

90 

Cys Ser 

Gly 

Trp 

Ser Arg 
95 


<210> 2997 
<211> 800 
<212> DNA 
<213 > Homo sapiens 

<400> 2997 

actcagatgg gcaccatcag 
60 

gagccatcca aagtgacatc 
120 

acaaccatac ctgcttcctc 
18 0 

acccccacac caagggagac 
240 

actgttcctt acaaggcact 
300 

tcctctagca gaggacctag 
360 

gtgatcacca ggctctctac 
420 

acccaaacag ggtctcctgg 
480 

acttttatgt cagggaccca 
540 

gctcttatga gtagaactcc 
600 

cccgcctctg cctctttctc 
660 

gcccattccc aaaaacctcc 
720 


tgctagacaa gaattctatt 
tccagtggtc acctcttcca 
tgagataaca agaattgaga 
cagcacctcc caggagatcc 
cactagtgcc acgattgagg 
ccctgatcag tccacaatgt 
ctcccccatc aagacagaat 
ggctacatca aggggtaccc 
ctcaactgca tctcaaagat 
tggagatgtg ccatggctaa 
actggcttca cctgtcttga 
accttttttg gttcctgggc 


cctcttatcc aggcctccca 
ccataaaaga cattgtttct 
tggagtcaac atccaccctg 
actcagccac aaagccaagc 
actccatgac acaagtcatg 
cacaagacat atccactgaa 
ctacagaaat gaccattacc 
ttaccttgga cacttcaaca 
tttcacactc acagatgacc 
cccatccctc tggggaagag 
cctcattttt ttcgtttttt 
aaactttttc cctagggctg 
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gggaaaccca aaatgtgggg ccaacccaga actgaaacat tccccccaat ggacaacctt 
780 

tttgaaaagg gcccctttgc 
800 

<210> 2998 
<211> 266 
<212> PRT 

<213> Homo sapiens 
<400> 2998 


Thr 

Gin 

Met 

Gly 

Thr 

lie 

Ser 

Ala 

Arg 

Gin 

Glu 

Phe 

Tyr 

Ser 

Ser 

Tyr 

1 




5 





10 





15 


Pro 

Gly 

Leu 

Pro 

GlU 

Pro 

Ser 

Lys 

Val 

Thr 

Ser 

Pro 

Val 

Val 

Thr 

Ser 




20 





25 





30 



Ser 

Thr 

lie 

Lys 

Asp 

lie 

Val 

Ser 

Thr 

Thr 

lie 

Pro 

Ala 

Ser 

Ser 

Glu 



35 





40 





45 




lie 

Thr 

Arg 

lie 

Glu 

Met 

Glu 

Ser 

Thr 

Ser 

Thr 

Leu 

Thr 

Pro 

Thr 

Pro 


50 





55 





60 





Arg 

Glu 

Thr 

Ser 

Thr 

Ser 

Gin 

Glu 

lie 

His 

Ser 

Ala 

Thr 

Lys 

Pro 

Ser 

65 





70 





75 





80 

Thr 

Val 

Pro 

Tyr 

Lys 

Ala 

Leu 

Thr 

Ser 

Ala 

Thr 

lie 

Glu 

Asp 

Ser 

Met 





85 





90 





95 


Thr 

Gin 

Val 

Met 

Ser 

Ser 

Ser 

Arg 

Gly 

Pro 

Ser 

Pro 

Asp 

Gin 

Ser 

Thr 




100 





105 





110 



Met 

Ser 

Gin Asp 

lie 

Ser 

Thr 

Glu 

Val 

lie 

Thr 

Arg 

Leu 

Ser 

Thr 

Ser 



115 





120 





125 




Pro 

He 

Lys 

Thr 

Glu 

Ser 

Thr 

Glu 

Met 

Thr 

lie 

Thr 

Thr 

Gin 

Thr 

Gly 


130 





135 





140 





Ser 

Pro 

Glv Ala 

Thr 

Ser 

Arg 

Gly 

Thr 

Leu 

Thr 

Leu 

Asp 

Thr 

Ser 

Thr 

145 





150 





155 





160 

Thr 

Phe 

Met 

Ser 

Gly 

Thr 

His 

Ser 

Thr 

Ala 

Ser 

Gin 

Arg 

Phe 

Ser 

His 





165 





170 





175 


Ser 

Gin 

Met 

Thr 

Ala 

Leu 

Met 

Ser 

Arg 

Thr 

Pro 

Gly 

Asp 

Val 

Pro 

Trp 




180 





185 





190 



Leu 

Thr 

His 

Pro 

Ser 

Gly Glu 

Glu 

Pro 

Ala 

Ser 

Ala 

Ser 

Phe 

Ser 

Leu 



195 





200 





205 




Ala 

Ser 

Pro 

Val 

Leu 

Thr 

Ser 

Phe 

Phe 

Ser 

Phe 

Phe 

Ala 

His 

Ser 

Gin 


210 





215 





220 





Lys 

Pro 

Pro 

Pro 

Phe 

Leu 

Val 

Pro 

Gly 

Gin 

Thr 

Phe 

Ser 

Leu 

Gly 

Leu 

225 





230 





235 





240 

Gly 

Lys 

Pro 

Lys 

Met 

Trp Gly 

Gin 

Pro 

Arg 

Thr 

Glu 

Thr 

Phe 

Pro 

Pro 





245 





250 





255 


Met 

Asp 

Asn 

Leu 

Phe 

Glu Lys 

Gly 

Pro 

Phe 










260 





265 









<2l0> 2999 
<2ll> 550 
<212> DNA 

<213 > Homo sapiens 
<400> 2999 

cccgggagct gtcacagccc agctgagtgt gcacatgctc ggggtagtgc tgacatgcca 
60 
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acccccttgc cactttggcc ccctccaggc tttgggcact gacaagcatg ggaaggaggc 
120 

tgaggggtgc actgaggaca gcccagtgct ggcctgcagg caccccttaa catgaacagc 
180 

ctggtcacca tgaacagcag caggaggcag acaggctcct gggtggaaag aagctggtcc 
240 

acagtgaaga cccacctcca agccagggaa agcctgaagc ctgggggatg ggtcgccagt 
300 

cccagaaacc gcaagggcaa cttgtggtgc ttttccctgg gcccacccat ggccgcccat 
360 

ggacgaattg gcatgcactt tctcccctct gaggcccata aaagcccctg ggctcagcca 
420 

gagctgagcg gatatcagga cgacaagctg cacagaggta ctacccatac caaggcctcc 
480 

tctctgctga gagctgcaca tacaatggaa tgacctgcct gtagagagag cttcccactc 
540 

cagggtctcc 

550 

<210> 3000 
< 2 1 1 > 167 
<212> PRT 

<213 > Homo sapiens 
< 4 0 0 > 3000 

Met Cys Ser Ser Gin Gin Arg Gly Gly Leu Gly Met Gly Ser Thr Ser 
15 10 15 

Val Gin Leu Val Val Leu He Ser Ala Gin Leu Trp Leu Ser Pro Gly 
20 25 30 

Ala Phe Met Gly Leu Arg Gly Glu Lys Val His Ala Asn Ser Ser Met 
35 40 45 

Gly Gly His Gly Trp Ala Gin Gly Lys Ala Pro Gin Val Ala Leu Ala 
50 55 60 

Val Ser Gly Thr Gly Asp Pro Ser Pro Arg Leu Gin Ala Phe Pro Gly 

65 70 75 80 

Leu Glu Val^Gly Leu His Cys Gly Pro Ala Ser Phe His Pro Gly Ala 

85 90 95 

Cys Leu Pro Pro Ala Ala Val His Gly Asp Gin Ala Val His Val Lys 
100 105 110 

Gly Cys Leu Gin Ala Ser Thr Gly Leu Ser Ser Val His Pro Ser Ala 
. 115 120 125 

Ser Phe Pro Cys Leu Ser Val Pro Lys Ala Trp Arg Gly Pro Lys Trp 
130 135 140 

Gin Gly Gly Trp His Val Ser Thr Thr Pro Ser Met Cys Thr Leu Ser 

145 150 155 160 

Trp Ala Val Thr Ala Pro Gly 
165 

<210> 3001 

<211> 1092 

<212> DNA 

<213 > Homo sapiens 

<400> 3001 
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agatctttgt gaggcctgaa 
60 

aatagctctg cctggctgag 
120 

gaagtacaga ggttgagccc 
180 

ccttgctcag ctcaccagtg 
240 

actgaggcat ccagcccagc 
300 

ggcaagggat acagaacaca 
360 

gagagaagct gaggcggaac 
420 

tcgtgtgtgc agacaaagag 
480 

atgagggcaa gtgggacaac 
54 0 

cttcctcccc agagaacact 
600 

actccatcac atcccaggac 
660 

gctacaagtg cgtggcctgc 
720 

tcaagagggg cttcagggag 
780 

tctggagcaa ggagcagaag 
840 

ccttcaatag tcctgctgaa 
900 

agagagatgc caataaagtt 
960 

cctgctgtcc ttcccagaac 
1020 

ccaggcacac accctcccct 
1080 

aaaatcaaaa aa 
1092 

<210> 3002 
<211> 115 
<212> PRT 

<213 > Homo sapiens 

<400> 3002 
Met Ala Pro Phe Arg lie 
1 5 

Trp Leu Ser Leu Lys Gly 
20 

Glu Val Gin Arg Leu Ser 
35 

Val Glu Ser Gin Pro Cys 
50 

Asp He Ala Lys Thr Ala 


tgaaatggcc ccattcagaa 
tttgaaaggt cactgttctg 
ctatgtatgc ctgggggagt 
tttcttctat aacccagaca 
tcaggccctg ccacccnnca 
gtgctctcac cagactgcag 
tgcactatct accggccctg 
agccagctgg aggcctatga 
tgcctttctg aggacatggc 
tgccctcgag aagccaccaa 
atcctaatgg cttccaggtg 
tgccgcatgt accccaccct 
ggcttcagct gcaaggtgta 
gcccggctgg gagacaggct 
caccttaggc aaattggcgg 
agtcacagcc ttctgtccag 
ccggctctca tcacctttgg 
ttctctcttt taaaaataaa 


Pro 

Gin 

Asp 

Val 

10 

lie 

His 

Cys 

Ser 

25 

Val 

Ser 

Pro 

Tyr 

40 

Val 

Cys 

Leu 

Ser 

55 

Ala 

His 

Gin 

Cys 

Val 

Pro 

Thr 

Glu 

Ala 


ttccccagga tgtcatccat 
tttcagcgtt gagatgcctt 
cccagaaagt ggaatcccaa 
ttgcaaagac agcagtaccc 
gtaccaaagc atcattgtca 
cttgggggac acccagcacg 
gttctccccc tacagctact 
cttcccagag gtgcagcagg 
tgagaacatc tgttcgtcct 
gaaatccagg catggcctgg 
gcacccagca cagcagaatg 
ggacttcctc aagagccaca 
ctaccgcaag. ctcaaagccc 
ctcctccggc agctgccagg 
tgaagcctac ttatgtctct 
tctgaggtca ccccgcacag 
ctaatggttg cctagcaaca 
gacaatactt gaagtttggg 


His 

Asn 

Ser 

Ser 

15 

Ala 

Ala 

Leu 

Arg 

30 

Cys 

Leu 

Gly 

Glu 

45 

Ser 

Gin 

Lys 

Phe 

60 

Phe 

Tyr Asn 

Pro 

Ser 

Ser 

Pro 

Ala 

Gin 
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65 70 75 80 

Ala Leu Pro Pro Xaa Ser Thr Lys Ala Ser Leu Ser Gly Lys Gly Tyr 
85 90 95 

Arg Thr Gin Cys Ser His Gin Thr Ala Ala Trp Gly Thr Pro Ser Thr 
100 105 110 

Glu Arg Ser 
115 

<210> 3003 

<211> 474 

<212> DNA 

<213 > Homo sapiens 


<400> 3003 
gcgcgccatg 
60 

tatggaagct 
120 

ccaacaggag 
180 

gccaccctcc 
240 

ctgcctggac 
300 

ctctgtctct 
360 

caagtgcctg 
420 

ccgcctagtg 
474 

<210> 3004 
<211> 155 
<212> PRT 
<213> Homo sapiens 


<400> 3004 


Met 

Glu 

Pro 

Arg 

Ala 

Val 

Ala 

Glu 

1 




5 




Val 

lie 

Met 

Glu 

Ala 

Leu 

Arg 

Ser 




20 





Phe 

Thr 

Phe 

Asp 

Asp 

Ala 

Gin 

Gin 



35 





40 

Leu 

Leu 

Val 

Ser 

Val 

Leu 

Glu 

Gin 


50 





55 


He 

Trp 

Leu 

Gin 

Ser 

Val 

Arg 

lie 

65 





70 



Asp 

Pro 

Phe 

Thr 

Ser 

Arg 

Gin 

Ser 





85 




Asp 

lie 

Ser 

Val 

Ser 

Glu Gly 

Ser 




100 





Val 

Val 

Leu 

Glu 

Ser 

Leu 

Lys 

Cys 



115 





120 

Pro 

Val 

Ala 

Gin 

Met 

Leu 

Ala 

Ala 


ccctgtggca cagatgctgg cagcagaggc 
ggggctgtac cgtgagagga gctc 


Ala 

Val 

Glu 

Thr 

Gly 

Glu 

Glu 

Asp 


10 





15 


Tyr 

Asn 

Gin 

Glu 

His 

Ser 

Gin 

Ser 

25 





30 



Glu 

Asp 

Arg 

Lys 

Arg 

Leu 

Ala 

Glu 





45 




Gly 

Leu 

Pro 

Pro 

Ser 

His 

Arg 

Val 




60 





Leu 

Ser 

Arg Asp 

Arg 

Asn 

Cys 

Leu 



75 





80 

Leu 

Gin 

Ala 

Leu 

Ala 

Cys 

Tyr 

Ala 


90 





95 


Val 

Pro 

Glu 

Ser 

Ala 

Asp 

Met 

Asp 

105 





110 



Leu 

Cys 

Asn 

Leu 

Val 

Leu 

Ser 

Ser 





125 




Glu 

Ala 

Arg 

Leu 

Val 

Val 

Lys 

Leu 


gagccccggg 

ctgcggtcat 

gaccggaaga 

caccgcgtca 

ccgttcacca 

gaggggtccg 

tgcaacctcg 

gtgaagctca 


cggttgcaga 

acaaccagga 

gactggcgga 

tctggctgca 

gccgccagag 

tcccagagtc 

tgctcagcag 

cagagcgtgt 


agccgtggag 

gcactcccag 

gctgctggtc 

gagtgtccga 

cctgcaggca 

cgcagacatg 


acgggtgagg 

agcttcacgt 

tccgtcctgg 

atcctgtccc 

ctagcctgct 

gatgttgtac 


aggatgtgat 

ttgatgatgc 

aacagggctt 

gggaccgcaa 

atgctgacat 

tggagtccct 
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130 135 140 

Thr Glu Arg Val Gly Leu Tyr Arg Glu Arg Ser 
145 150 155 

<210> 3005 
<211> 799 
<212 > DNA 

<213 > Homo sapiens 
<4 00 > 3005 

gtgcacagcg tggtcaacca cacgccctcc cagctcctca aggaggtcat cctggtggac 
60 

gacaacagtg acaacgtgga actcaagttc aatctggacc agtacgtcaa caagcggtac 
120 

ccaggcctcg tgaagattgt ccgcaacagc cggcgggaag gactgatccg cgcgcggctg 
180 

cagggctgga aggcggccac cgccccagtc gtcggcttct ttgatgccca cgtcgagttc 
240 

aacacgggct gggccgagcc cgcactgtcg cggatccgag aggaccggcg tcgcatcgtg 
300 

ctgccagcca tcgacaacat caagtacagc acgtttgagg tgcagcagta tgcgaacgcc 
360 

gcccatggct acaactgggg cctctggtgc atgtacatca tccccccgca ggactggctg 
420 

gaccgcggcg acgagtcagc acccatcagg accccagcca tgatcggctg ctccttcgta 
480 

gtggaccgcg agtacttcgg agacattggg ctgctggacc ccggcatgga ggtgtatggc 
540 

ggcgagaacg tagaactggg catgagggtg tggcagtgtg gcggcagcat ggaggtgctg 
600 

ccctgctccc gcgtggccca catcgagcgc accaggaagc cctacaacaa cgacattgac 
660 

tactacgcca agcgcaacgc cctgcgcacc gccgaggtgt ggatggatga cttcaagtcc 
720 

cacgtgtaca tggcctggaa catccccatg tcgaacccag gggtggactt cggggacgtg 
780 

tctgagaggc tggccctgc 
799 

<210> 3006 
<211> 266 
<212> PRT 

<213> Homo sapiens 


<400> 3006 


Val 

His 

Ser 

Val 

Val 

Asn 

His 

Thr 

Pro 

Ser 

Gin 

Leu 

Leu 

Lys 

Glu 

Val 

1 




5 





10 





15 


He 

Leu 

Val 

Asp 

Asp 

Asn 

Ser 

Asp 

Asn 

Val 

Glu 

Leu 

Lys 

Phe 

Asn 

Leu 




20 





25 





30 



Asp Gin 

Tyr 

Val 

Asn 

Lys 

Arg 

Tyr 

Pro 

Gly 

Leu 

Val 

Lys 

lie 

Val 

Arg 



35 





40 





45 




Asn 

Ser Arg Arg 

Glu 

Gly 

Leu 

.lie 

Arg 

Ala 

Arg 

Leu 

Gin 

Gly 

Trp 

Lys 


50 





55 





60 





Ala 

Ala 

Thr 

Ala 

Pro 

Val 

Val 

Gly 

Phe 

Phe 

Asp Ala 

His 

Val 

Glu 

Phe 
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65 70 75 80 

Asn Thr Gly Trp Ala Glu Pro Ala Leu Ser Arg He Arg Glu Asp Arg 

85 90 95 

Arg Arg lie Val Leu Pro Ala lie Asp Asn lie Lys Tyr Ser Thr Phe 

100 105 110 

Glu Val Gin Gin Tyr Ala Asn Ala Ala His Gly Tyr Asn Trp Gly Leu 

115 . 120 125 

Trp Cys Met Tyr lie lie Pro Pro Gin Asp Trp Leu Asp Arg Gly Asp 
130 135 140 

Glu Ser Ala Pro lie Arg Thr Pro Ala Met lie Gly Cys Ser Phe Val 

145 150 155 160 

Val Asp. Arg Glu Tyr Phe Gly Asp lie Gly Leu Leu Asp Pro Gly Met 

165 170 175 

Glu Val Tyr Gly Gly Glu Asn Val Glu Leu Gly Met Arg Val Trp Gin 

180 185 190 

Cys Gly Gly Ser Met Glu Val Leu Pro Cys Ser Arg Val Ala His lie 

195 200 205 

Glu Arg Thr Arg Lys Pro Tyr Asn Asn Asp lie Asp Tyr Tyr Ala Lys 
210 215 220 

Arg Asn Ala Leu Arg Thr Ala Glu Val Trp Met Asp Asp Phe Lys Ser 

225 230 235 240 

His Val Tyr Met Ala Trp Asn lie Pro Met Ser Asn Pro Gly Val Asp 

245 250 255 

Phe Gly Asp Val Ser Glu Arg Leu Ala Leu 

260 265 

<210> 3007 
<211> 536 
<212> DNA 

<213> Homo sapiens 
<400> 3007 

cttaagagag gttgcaatgt gaatgataga gatggattga cagatatgac tcttttacat 
60 

tatacctgca aatctggagc tcatggtatt ggtgatgtgg aaacagctgt aaaatttgca 
120 

actcagctta ttgacctggg agcagacatt agtttgcgga gtcgctggac aaacatgaat 
180 

gctttgcatt atgctgctta ttttgatgtc cctgaactta taagagtgat tttgaaaaca 
240 

tcgaaaccaa aagatgtgga tgccccttgc agtgatttta attttggaac agctttgcat 
300 

attgcagcat acaacttgtg tgcaggtgct gtgaagtgcc tcttggagca gggagcaaat 
360 

cctgcattta ggaatgacaa aggacagatc cctgctgatg ttgttccaga cccagtagat 
420 

atgccgttag agatggctga cgccgcagcc actgctaagg aaatcaagca gatgcttcta 
480 

gatgcggtgc ctctgtcatg taacatctca aaggccatgc tccccccttc acgcgt 
536 

<210> 3008 
<211> 163 
<2 12> PRT 
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<213 > Homo sapiens 


<4 00> 3008 


Met 

Thr 

Leu 

Leu 

His 

Tyr 

Thr 

Cys 

Lys 

Ser 

Gly Ala 

His 

Gly 

He Gly 

1 




5 





10 





15 


Asp 

Val 

Glu 

Thr 

Ala 

Val 

Lys 

Phe 

Ala 

Thr 

Gin 

Leu 

lie 

Asp 

Leu Gly 



20 





25 





30 



Ala 

Asp 

He 

Ser 

Leu 

Arg 

Ser 

Arg 

Trp 

Thr 

Asn 

Met 

Asn 

Ala 

Leu 

His 



35 





40 





45 




Tyr 

Ala 

Ala Tyr 

Phe 

Asp 

Val 

Pro 

Glu 

Leu 

lie 

Arg 

Val 

lie 

Leu Lys 

50 





55 





60 





Thr 

Ser 

Lys 

Pro 

Lys 

Asp 

Val 

Asp 

Ala 

Pro 

Cys 

Ser 

Asp 

Phe 

Asn 

Phe 

65 




70 





75 





80 

Gly Thr 

Ala 

Leu 

His 

lie 

Ala 

Ala 

Tyr 

Asn 

Leu 

Cys 

Ala 

Gly 

Ala 

Val 





85 





90 





95 


Lys 

Cys 

Leu 

Leu 

Glu 

Gin Gly 

Ala 

Asn 

Pro 

Ala 

Phe 

Arg 

Asn 

Asp 

Lys 


100 





105 





110 



Gly Gin 

lie 

Pro 

Ala 

Asp 

Val 

Val 

Pro 

Asp 

Pro 

Val 

Asp 

Met 

Pro 

Leu 



115 





120 





125 




Glu 

Met 

Ala 

Asp 

Ala 

Ala 

Ala 

Thr 

Ala 

Lys 

Glu 

lie 

Lys 

Gin 

Met 

Leu 


130 





135 





140 





Leu Asp 

Ala 

val 

Pro 

Leu 

Ser 

Cys 

Asn 

lie 

Ser 

Lys 

Ala 

Met 

Leu 

Pro 


145 150 155 160 

Pro Ser Arg 

<2 10> 3009 

<211> 1335 

<2 12> DNA 

<213> Homo sapiens 

<400> 3009 

nnacgcgtca gtctggaaag ggcacttata agagctacca gctgccctgt tggcttcgct 
60 

ggtcggatcg tcctcctggc cccgccaaac aggcgggggg agcggccccg actgtggggc 
120 

catggcagta gtctcctcgt tctccgccgc cgctagccta gctgagtcgc cggcttctgc 
180 

gctaggggct cccaccgcct ccgcaggcta aggagccgct gccaccaacg agctgtgagg 
240 

gttactatgc tccctctttg ccgccgtctc ctcctcttgc ccgcgcaggc acccctctgg 
300 

ctgctcagtc ctgcctcagt gtcaaaccag aagagaagta aaattcaaca aaaatttatg 
.360 

tgtggagttc cttcttaaaa gaagaaaaaa gtgattattt agactatgga tcggagcaaa 
420 

cggaattcaa ttgcaggatt tcctccacgt gtggagcgtc ttgaagagtt tgaaggaggt 
480 

ggtggaggag aaggaaatgt gagccaggtg ggaagagttt ggccatcttc gtatcgagct 
540 

cttataagtg ccttttccag actgacgcgt ttggatgatt tcacctgtaa aaaaataggg 
600 

tctggcttct tttctgaagt gttcaaggta cgacaccgag cttctggtca ggtgatggct 
660 
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cttaagatga acacattgag cagtaaccgg gcaaacatgc tgaaagaagt acagctcatg 
720 

aatagactct cccatcccaa catccttagg ttcatgggtg tatgtgttca tcaaggacaa 
780 

ttgcatgcac ttacagagta tatcaactcc gggaacctgg aacagttgct agacagtaac 
840 

ctgcatttgc cttggactgt gagggtaaaa ctggcctatg acatagcagt gggcctcagc 
900 

taccttcact tcaaaggcat ttttcatcgg gacctcacat ctaagaactg cctgataaag 
960 

agggatgaga atggttactc tgcagtggta gctgactttg gcctggctga gaagatcccc 
1020 

gatgtcagca tggggagtga gaagctggcc gtggtgggtt ccccattctg gatggcacct 
1080 

gaggttctcc gagatgagcc ctataatgaa aaggcagatg tgttctctta tggtatcatc 
1140 

ctctgcgaga tcatcgtccg catccaggcc gatccggact atcttccccg cacagagaat 
1200 

ttcgggctgg actatgatgc tttccagcac atggtgggag actgtccccc agattttctg 
1260 

caacttactt tcaactgctg taacgtgagt gtctttctcc ctctgccttt catcaggggc 
1320 

tggctgaacc ctttt 
1335 

<210> 3010 
<211> 310 
<212> PRT 

<213> Homo sapiens 


<4 00> 3010 


Met 

Asp 

Arg 

Ser 

Lys 

Arg 

Asn 

Ser 

lie 

Ala 

Gly 

Phe 

Pro 

Pro 

Arg 

Val 

l 




5 





10 





15 


Glu Arg 

Leu 

Glu 

Glu 

Phe 

Glu 

Gly 

Gly 

Gly 

Gly 

Gly 

Glu 

Gly 

Asn 

Val 




20 





25 





30 



Ser 

Gin 

Val 

Gly 

Arg 

Val 

Trp 

Pro 

Ser 

Ser 

Tyr 

Arg 

Ala 

Leu 

lie 

Ser 



35 





40 





45 




Ala 

Phe 

Ser 

Arg 

Leu 

Thr 

Arg 

Leu 

Asp 

Asp 

Phe 

Thr 

Cys 

Lys 

Lys 

lie 


50 





55 





60 





Gly Ser 

Gly 

Phe 

Phe 

Ser 

Glu 

Val 

Phe 

Lys 

val 

Arg 

His 

Arg 

Ala 

Ser 

65 





70 





75 





80 

Gly Gin 

Val 

Met 

Ala 

Leu 

Lys 

Met 

Asn 

Thr 

Leu 

Ser 

Ser 

Asn 

Arg 

Ala 





85 





90 





95 


Asn 

Met 

Leu 

Lys 

Glu 

Val 

Gin 

Leu 

Met 

Asn 

Arg 

Leu 

Ser 

His 

Pro 

Asn 




100 





105 





110 



He 

Leu 

Arg 

Phe 

Met 

Gly 

Val 

Cys 

Val 

His 

Gin 

Gly 

Gin 

Leu 

His 

Ala 



115 





120 





125 




Leu 

Thr 

Glu 

Tyr 

lie 

Asn 

Ser 

Gly 

Asn 

Leu 

Glu 

Gin 

Leu 

Leu 

Asp 

Ser 


130 





135 





140 





Asn 

Leu 

His 

Leu 

Pro 

Trp 

Thr 

Val 

Arg 

Val 

Lys 

Leu 

Ala 

Tyr 

Asp 

lie 

145 





150 





155 





160 

Ala 

Val 

Gly 

Leu 

Ser 

Tyr 

Leu 

His 

Phe 

Lys 

Gly 

lie 

Phe 

His 

Arg 

Asp 





165 





170 





175 


Leu 

Thr 

ser 

Lys 

Asn 

Cys 

Leu 

lie 

Lys 

Arg 

Asp 

Glu 

Asn 

Gly 

Tyr 

Ser 


2238 



WO 00/58473 


PCT/US00/08621 


180 IBS 190 

Ala Val Val Ala Asp Phe Gly Leu Ala Glu Lys lie Pro Asp Val Ser 
195 200 205 

Met Gly Ser Glu Lys Leu Ala Val Val Gly Ser Pro Phe Trp Met Ala 
210 215 220 

Pro Glu Val Leu Arg Asp Glu Pro Tyr Asn Glu Lys Ala Asp Val Phe 

225 230 235 240 

Ser Tyr Gly lie lie Leu Cys Glu He lie Val Arg lie Gin Ala Asp 

245 250 255 

Pro Asp Tyr Leu Pro Arg Thr Glu Asn Phe Gly Leu Asp Tyr Asp Ala 
260 265 270 

Phe Gin His Met Val Gly Asp Cys Pro Pro Asp Phe Leu Gin Leu Thr 
275 280 285 

Phe Asn Cys Cys Asn Val Ser Val Phe Leu Pro Leu Pro Phe lie Arg 
290 295 300 

Gly Trp Leu Asn Pro Phe 
305 310 

<210> 3011 
<211> 3253 
<212 > DNA 

<213 > Homo sapiens 
<400> 3011 

nncgaggcgg cagctgcgcg gcggcaccgg ggcggctgcg gcgcgctcgg agccccgagg 
60 

gcacgcggcc cgggcagctc ggtgtgcgcc cccgcgagag ccggggcccc aggcccgccg 
120 

gacaccatga accacctgaa cgtgctggcc aaagcgctct atgacaatgt ggccgagtcc 
180 

ccggatgagc tctccttccg caagggtgac atcatgacgg tgctggagca ggacacgcag 
240 

ggcctggacg gctggtggct ctgctcgctg catgggcgcc agggcatcgt gcctgggaac 
300 

cgcctcaaga tcttggtggg catgtatgat aagaagccag cagggcctgg ctccggccct 
360 

cccgccaccc cggcccagcc tcagcctggc ctccatgccc cagcgcctcc ggcctcccag 
420 

tacacgccca tgctccccaa cacctaccag ccccagccag acagcgtcta cctggtgccc 
480 

actcccagca aggctcagca aggcctctac caagtcccgg gtcccagccc tcagttccag 
540 

tctcccccag ccaagcagac atccaccttc tcgaagcaga caccccatca cccgtttccc 
600 

agcccggcca cagacctgta ccaggtgccc ccagggcctg gaggccctgc ccaggatatt 
660 

taccaggtgc caccttctgc cgggatgggg catgacatct accaggtccc cccgtccatg 
720 

gacacacgca gctgggaggg cacgaagccc ccggcaaagg tggtggtgcc cacccgcgtg 
780 

gggcagggct atgtatacga ggccgcccag ccggagcagg acgagtacga catcccgcga 
840 

cacctgctgg ccccggggcc acaggacatc tatgatgtgc ccccggttcg ggggctgctt 
900 
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cccagccagt atggccagga 
960 

ggccgagacc cgttgctgga 
1020 

ccgtccaacc accacgcagt 
1080 , 

ggcccactgc tgcgtgagga 
1140 

tttgacccgg cccgcacccc 
1200 

gaggacgtgt attacgtgcc 
1260 

cggcggcctg gcccgggcac 
1320 

gtggctgatg gtggcgtggt 
1380 

gaagccccgg cagagggcaa 
1440 

cagtctgcgt cctccttgga 
1500 

gctgtggagg ccctggcacg 
1560 

gacctggcag gcagcgccgg 
1620 

ccgctggtgc aggacctgca 
1680 

ttggagtttg cccgcagcgc 
1740 

gccaagctta gccggcagct 
1800 

ggtcaggccc tcgacgctgg 
1860 

ctggtggcct gctcgcgggc 
1920 

ggcaatgcct cactgctctt 
1980 

ggcaccctgc accccaaccc 
2040 

tcacccccta agttcacctc 
2100 

ggctggatgg aggactatga 
2160 

cagaaggagc tgctggaaaa 
2220 

cagcagctga agcagtttga 
2280 

ctggccaact ggacgccagc 
2340 

tcggaccggc agctgctgct 
2400 

accaacgccg tggacgcctt 
2460 

gtggcgcaca gcaagttcgt 
2520 


ggtgtatgac acacccccca 
ggtgtatgac gtgcccccca 
ctacgacgtt cctccatcgg 
gacctacgat gtgccccccg 
actggtactg ggtgcgcccc 
gcccccggct cctgacctct 
cctgtacgat gtgccccgtg 
cgacagtggt gtgtatgcgg 
gcgcctgtcg gcctccagca 
ggtggcaggg ccgggccggg 
gctgcagcag ggtgtgagcg 
tgcgactgga ggctggcgta 
ggctgctgtg gccgccgtcc 
ggtgggcaat gctgcccaca 
gcagaagatg gaggacgtgc 
ccggggaggc tctggagcca 
tgtgcccgag gacgccaagc 
cagacggacc aaggccactg 
cactgacaag accagcagca 
ccaggactcg ccagatgggc 
ctacgtccac ctacagggga 
gggcaacatc acgcggcagg 
acgactggaa caggaggtgt 
ccaacccctg gccccggggc 
cttctacctg gagcagtgtg 
ctttaccgcc gtggccacca 
catcctcagc gcccacaagc 


tggctgtcaa gggtcccaat 
gtgtggagaa gggcctgcca 
tgagcaagga tgtgcccgat 
ccttcgccaa ggccaagccc 
ctccagactc cccgccggcc 
acgacgtgcc ccctggcttg 
aacgggtgct tcctcctgag 
tgcctccccc agctgaacgt 
ccggcagcac acgcagcagc 
aacccctgga gctggaagtt 
ccaccgttgc ccaccttctg 
gcccctctga gccacaggag 
agagtgccgt ccacgagctg 
catctgaccg tgccctgcat 
accagacgct ggtggcacat 
cccttgagga cctggaccgg 
agctggcctc ctttctgcac 
ccccggggcc tgaggggggt 
tccagtcacg acccctgccc 
agtacgagaa cagcgagggg 
aggaggaatt tgagaagacc 
gcaagagcca gctggagttg 
cacggcccat agaccacgac 
gaacaggcgg cctggggccc 
aggccaacct gaccacactg 
accagccgcc caagatcttt 
tggtgttcat cggggacaca 
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ctgtcacggc aggccaaggc tgctgacgtg 
2580 

ctgtgcgacc tcctgcgcgg catcgtggcc 
2640 

tcgccttccg cggcccagga catggtggag 
2700 

cagttccgcc gcgtcctagg ccagctggca 
2760 

ggcaggggag gggtgcggcg gtcccagctc 
2820 

acaggcttag ggacaggacc ccagctctgc 
2880 

tctgtatata tttatggccg ggcagggtgt 
2940 

aggggccggc cagtggcctt ccccagcatg 
3000 

gggctggagt gtgagggtcc tgcagcctgc 
3060 

tggtcccacg agggtgccgt gtcccctgac 
3120 

ctttccagga gaagaacctg aagaactatt 
3180 

aagagtctcc atttaaataa agtttttaaa 
3240 

aaaaaaaaaa aaa 
3253 

<210> 3012 
<211> 870 
<212> PRT 

<213> Homo sapiens 
<4 00 > 3012 

Met Asn His Leu Asn Val Leu Ala 
1 5 

Glu Ser Pro Asp Glu Leu Ser Phe 
20 

Leu Glu Gin Asp Thr Gin Gly Leu 
35 40 

His Gly Arg Gin Gly lie Val Pro 
50 55 

Gly Met Tyr Asp Lys Lys Pro Ala 
65 70 

Thr Pro Ala Gin Pro Gin Pro Gly 
85 

Ser Gin Tyr Thr Pro Met Leu Pro 
100 

Ser Val Tyr Leu Val Pro Thr Pro 
115 120 

Gin Val Pro Gly Pro Ser Pro Gin 
130 135 

Thr Ser Thr Phe Ser Lys Gin Thr 
145 150 

Ala Thr Asp Leu Tyr Gin Val Pro 


cgcagccagg tgacccacta cagcaacctg 
accaccaagg ccgctgcctt gcagtaccca 
agggtcaagg agctgggcca cagcacccag 
gccgcctgag ggtggtgacc ccaggaggga 
cctggctccc atgtcaagag tcgctgtgcc 
gtcggtcctg gtgccctgga tgcccaggaa 
ggggccatgc ctcctcagga gccgaagccc 
caccacgggc ccgggttggg tcaccagacg 
aggacctcgt gccaccccga gggctgagcc 
agggccagtg cagtttggtg tgtcctccgc 
tttcgttatt ggttttccaa tcatttgact 
aggaaaaaaa aaaaaaaaaa aaaaaaaaaa 


Lys Ala Leu Tyr Asp Asn Val Ala 
10 15 

Arg Lys Gly Asp He Met Thr Val 
25 30 

Asp Gly Trp Trp Leu Cys Ser Leu 
45 

Gly Asn Arg Leu Lys lie Leu Val 
60 

Gly Pro Gly Ser Gly Pro Pro Ala 
75 80 

Leu His Ala Pro Ala Pro Pro Ala 
90 95 

Asn Thr Tyr Gin Pro Gin Pro Asp 
105 HO 

Ser Lys Ala Gin Gin Gly Leu Tyr 
125 

Phe Gin Ser Pro Pro Ala Lys Gin 
140 

Pro His His Pro Phe Pro Ser Pro 
155 160 

pro Gly Pro Gly Gly Pro Ala Gin 
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165 




Asp 

He 

Tyr 

Gin 

Val 

Pro 

Pro 

Ser 




180 





Gin Val 

Pro 

Pro 

Ser 

Met Asp 

Thr 



195 





200 

Pro 

Ala 

Lys 

Val 

Val 

Val 

Pro 

Thr 


210 





215 


Glu Ala 

Ala 

Gin 

Pro 

Glu 

Gin 

Asp 

225 





230 



Leu 

Ala 

Pro 

Gly 

Pro 

Gin Asp 

lie 





245 




Leu 

Leu 

Pro 

Ser 

Gin 

Tyr Gly 

Gin 




260 





Ala 

Val 

Lys 

Gly 

Pro 

Asn Gly 

Arg 



275 





280 

val 

Pro 

Pro 

Ser 

Val 

Glu 

Lys 

Gly 


290 





295 


Val 

Tyr 

Asp 

Val 

Pro 

Pro 

Ser 

Val 

305 





310 



Leu 

Leu 

Arg 

Glu 

Glu 

Thr 

Tyr 

Asp 





325 




Lys 

Pro 

Phe 

Asp 

Pro 

Ala 

Arg 

Thr 




340 





Pro Asp 

Ser 

Pro 

Pro 

Ala 

Glu 

Asp 



355 





360 

Pro 

Asp 

Leu 

Tyr 

Asp 

Val 

Pro 

Pro 


370 





375 


Thr 

Leu 

Tyr 

Asp 

val 

Pro Arg 

Glu 

385 





390 



Asp Gly Gly 

Val 

val 

Asp 

Ser 

Gly 





405 




Glu Arg 

Glu 

Ala 

Pro 

Ala 

Glu 

Gly 




420 





Gly Ser 

Thr 

Arg 

Ser 

Ser 

Gin 

Ser 



435 





440 

Pro Gly Arg 

Glu 

Pro 

Leu 

Glu 

Leu 


450 





455 


Arg 

Leu 

Gin 

Gin 

Gly 

Val 

Ser 

Ala 

465 





470 



Ala Gly 

Ser 

Ala 

Gly 

Ala 

Thr 

Gly 





485 




Gin 

Glu 

Pro 

Leu 

Val 

Gin Asp 

Leu 




500 





Ser 

Ala 

Val 

His 

Glu 

Leu 

Leu 

Glu 



515 





520 

Ala 

Ala 

His 

Thr 

Ser 

Asp Arg 

Ala 


530 





535 


Leu 

Gin 

Lys 

Met 

Glu 

Asp 

Val 

His 

545 





550 



Ala 

Leu Asp 

Ala 

Gly 

Arg Gly 

Gly 





565 




Asp Arg 

Leu 

Val 

Ala 

Cys 

Ser 

Arg 




580 





Leu 

Ala 

Ser 

Phe 

Leu 

His Gly 

Asn 



170 





175 


Ala 

Gly 

Met 

Gly 

His 

Asp 

lie 

Tyr 

185 





190 



Arg 

Ser 

Trp 

Glu 

Gly 

Thr 

Lys 

Pro 





205 




Arg 

Val 

Gly 

Gin 

Gly Tyr 

Val 

Tyr 




220 





Glu 

Tyr 

Asp 

lie 

Pro 

Arg 

His 

Leu 



235 





240 

Tyr 

Asp 

Val 

Pro 

Pro 

Val 

Arg 

Gly 


250 





255 


Glu 

Val 

Tyr 

Asp 

Thr 

Pro 

Pro 

Met 

265 





270 



Asp 

Pro 

Leu 

Leu 

Glu 

Val 

Tyr 

Asp 





285 




Leu 

Pro 

Pro 

Ser 

Asn 

His 

His 

Ala 




300 





Ser 

Lys 

Asp 

Val 

Pro 

Asp 

Gly 

Pro 



315 





320 

Val 

Pro 

Pro 

Ala 

Phe 

Ala 

Lys 

Ala 


330 





335 


Pro 

Leu 

Val 

Leu 

Gly Ala 

Pro 

Pro 

345 





350 



Val 

Tyr 

Tyr 

Val 

Pro 

Pro 

Pro 

Ala 





365 




Gly 

Leu 

Arg 

Arg 

Pro Gly 

Pro 

Gly 




380 





Arg 

val 

Leu 

Pro 

Pro 

Glu 

Val 

Ala 



395 





400 

Val 

Tyr 

Ala 

Val 

Pro 

Pro 

Pro 

Ala 


410 





415 


Lys 

Arg 

Leu 

Ser 

Ala 

Ser 

Ser 

Thr 

425 





430 



Ala 

Ser 

Ser 

Leu 

Glu 

Val 

Ala 

Gly 





445 




Glu Val 

Ala 

Val 

Glu 

Ala 

Leu 

Ala 




460 





Thr 

Val 

Ala 

His 

Leu 

Leu 

Asp 

Leu 



475 





480 

Gly Trp 

Arg 

Ser 

Pro 

Ser 

Glu 

Pro 


490 





495 


Gin 

Ala 

Ala 

Val 

Ala 

Ala 

Val 

Gin 

505 





510 



Phe 

Ala 

Arg 

Ser 

Ala 

val 

Gly 

Asn 





525 




Leu 

His 

Ala 

Lys 

Leu 

Ser 

Arg 

Gin 




540 





Gin 

Thr 

Leu 

Val 

Ala 

His 

Gly 

Gin 



555 





560 

Ser 

Gly 

Ala 

Thr 

Leu 

Glu 

Asp 

Leu 


570 





575 


Ala 

Val 

Pro 

Glu 

Asp 

Ala 

Lys 

Gin 

585 





590 



Ala 

Ser 

Lfeu 

Leu 

Phe 

Arg 

Arg 

Thr 
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595 





600 




Lys Ala 

Thr 

Ala 

Pro 

Gly 

Pro 

Glu 

Gly Gly 

Gly 

610 





615 





Pro Thr 

Asp 

Lys 

Thr 

Ser 

Ser 

lie 

Gin 

Ser 

Arg 

625 




630 





635 

Pro Lys 

Phe 

Thr 

Ser 

Gin 

Asp 

Ser 

Pro Asp 

Gly 



645 





650 


Glu Gly 

Gly 

Trp 

Met 

Glu 

Asp 

Tyr 

Asp 

Tyr 

Val 



660 





665 



Glu Glu 

Phe 

Glu 

Lys 

Thr 

Gin 

Lys 

Glu 

Leu 

Leu 


675 





680 




Thr Arg 

Gin 

Gly 

Lys 

Ser 

Gin 

Leu 

Glu 

Leu 

Gin 

690 





695 





Glu Arg 

Leu 

Glu 

Gin 

Glu 

Val 

Ser 

Arg 

Pro 

lie 

705 




710 





715 

Asn Trp 

Thr 

Pro 

Ala 

Gin 

Pro 

Leu 

Ala 

Pro 

Gly 




725 





730 


Gly Pro 

Ser 

Asp 

Arg 

Gin 

Leu 

Leu 

Leu 

Phe 

Tyr 



740 





745 



Ala Asn 

Leu 

Thr 

Thr 

Leu 

Thr 

Asn 

Ala 

Val 

Asp 


755 





760 




Val Ala 

Thr 

Asn 

Gin 

Pro 

Pro 

Lys 

lie 

Phe 

Val 

770 





775 





Val He 

Leu 

Ser 

Ala 

His 

Lys 

Leu 

Val 

Phe 

lie 

785 




790 





795 

Arg Gin 

Ala 

Lys 

Ala 

Ala 

Asp 

Val 

Arg 

Ser 

Gin 




805 





810 


Asn Leu 

Leu 

Cys 

Asp 

Leu 

Leu 

Arg 

Gly He 

Val 



820 





825 



Ala Ala 

Leu 

Gin 

Tyr 

Pro 

Ser 

Pro 

Ser 

Ala 

Ala 


835 





840 




Arg Val 

Lys 

Glu 

Leu 

Gly 

His 

Ser 

Thr 

Gin 

Gin 

850 





855 





Gly Gin 

Leu 

Ala 

Ala 

Ala 






865 




870 







<210> 3013 
<211> 248 
<212> DNA 

<213 > Homo sapiens 
<400> 3013 

nnacgcgtga aggggacagt cgtgatcttt gacgaagctc 
60 

gaagaatcgg catcctttga cctgactccc catgacctgg 
120 

gaccaggtgc tggaggagca gaccaaggca gcgcagcagg 
180 

gcgaggaggt gggtggcacc tcctcgaccc acagtgatcc 
240 

atcgatgc 

248 

<210> 3014 


605 

Thr Leu His Pro Asn 
620 

Pro Leu Pro Ser Pro 
640 

Gin Tyr Glu Asn Ser 
655 

His Leu Gin Gly Lys 
670 

Glu Lys Gly Asn lie 
685 

Gin Leu Lys Gin Phe 
700 

Asp His Asp Leu Ala 
720 

Arg Thr Gly Gly Leu 
735 

Leu Glu Gin Cys Glu 
750 

Ala Phe Phe Thr Ala 
765 

Ala His Ser Lys Phe 
780 

Gly Asp Thr Leu Ser 
800 

Val Thr His Tyr Ser 
815 

Ala Thr Thr Lys Ala 
830 

Gin Asp Met Val Glu 
845 

Phe Arg Arg Val Leu 
860 


acaacgtgga gaagatgtgt 
cttcaggact ggacgtcata 
ctgggtgggg cctcctcctt 
tgctgcgcct ggaaggggcc 
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<211 > 82 

<212> PRT 

<213> Homo sapiens 

<400> 3014 
Xaa Arg Val 
1 

Glu Lys Met 

Leu Ala Ser 
35 

Lys Ala Ala 
50 

Val Ala Pro 
65 

lie Asp 


<210> 3015 
<211> 438 
<212 > DNA 
<213 > Homo sapiens 

<400> 3015 

ntgtatctct cctgtgtctt cacccaaaaa atgaaaacag ctattaaaca tacctggcct 
60 

gaagacggcc ccaaggcatt ctgggggagg gaatggaaag ctgcccaaca catctggtat 
120 

ccggagaagc attttcacaa ctaaacttga cctgacccag ctgcacggtg actggctcca 
180 

ggaagatggg gtgaaccatc cctcctggga ccctgtgaca aaaggcaaaa gctcttgggc 
240 

aaagctgcca ggggggcttg cggggggggg gtgtgcgggt gacattgtga tttggtagac 
300 

tttggtggaa gatgtttgga aactctggta ttgagggcca acagcacgtg ctcatgtggc 
360 

cttctgcttg cccatctgca gcagttcctg cgacctggga ggtgggcgag catccacagg 
420 

tgcaacagca acgggcta 
438 

<210> 3016 

<211> 103 

<212 > PRT 

<213 > Homo sapiens 


<400> 3016 


Met 

Ser 

Thr Cys 

Cys 

Trp 

Pro 

Ser 

He 

Pro 

Glu 

Phe 

Pro 

Asn 

lie 

Phe 

1 



5 





10 





15 


His 

Gin 

Ser Leu 

Pro 

Asn 

His 

Asn 

Val 

Thr Arg 

Thr 

Pro 

Pro 

Pro 

Arg 



20 





25 





30 



Lys 

Pro 

Pro Trp 

Gin 

Leu 

Cys 

Pro 

Arg 

Ala 

Phe 

Ala 

Phe 

Cys 

His 

Arg 



35 




40 





45 




Val 

Pro 

Gly Gly Met 

Val 

His 

Pro 

lie 

Phe 

Leu 

Glu 

Pro 

Val 

Thr 

Val 


Lys Gly Thr Val Val lie Phe Asp Glu Ala His Asn Val 
5 10 15 

Cys Glu Glu Ser Ala Ser Phe Asp Leu Thr Pro His Asp 
20 25 30 

Gly Leu Asp Val lie Asp Gin Val Leu Glu Glu Gin Thr 
40 45 

Gin Gin Ala Gly Trp Gly Leu Leu Leu Ala Arg Arg Trp 
55 60 

Pro Arg Pro Thr Val lie Leu Leu Arg Leu Glu Gly Ala 
70 75 80 
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50 55 60 

Gin Leu Gly Gin Val Lys Phe Ser Cys Glu Asn Ala Ser Pro Asp Thr 

65 70 75 80 

Arg Cys Val Gly Gin Leu Ser He Pro Ser Pro Arg Met Pro Trp Gly 

85 90 95 

Arg Leu Gin Ala Arg Tyr Val 
100 

<210> 3017 
<211> 4796 
<212> DNA 

<213 > Homo sapiens 
<400> 3017 

ncgaaaaccc ggagcagctg cgtacgctca tggacagtcc tccgaggggc gaagccgggc 
60 

agctgggcat gctcagtagc tgggggaggt ttgggtggag agtagaaagc tgtggctctg 
120 

cctctcatcc cctcccgctg gcccccgccc cccttgcccc tacccagcca gtagtagttc 
180 

cccagcgtgc gcccggggag accgggaaca tggcgctggg agcgctgtag cagctgagaa 
240 

ggggctgagg caccgccgct tcgctgacag ccggccacca gatgttcatg cattctagag 
300 

aaagtggaaa acttagaagc ctaattaatg actgtcttct ggacctctga gaccatgttt 
360 

ctagtgtttt ccgtggaata ttatcagaaa tacactgtgg tgaaatgctt ccacctcttg 
420 

ctaaaatgaa cactgaggaa aaatgaagaa gactgacaag caccagcgaa aagttgcaga 
480 

atagaaatag ccacactcct ctggagtctt taattcatcc acagccatca tataaaggtt 
540 

ttggcatcat gtttgggaag aaaaagaaaa agattgaaat atctggcccg tccaactttg 
600 

aacacagggt tcatactggg tttgatccac aagagcagaa gtttaccggc cttccccagc 
660 

agtggcacag cctgttagca gatacggcca acaggccaaa gcctatggtg gacccttcat 
720 

gcatcacacc catccagctg gctcctatga agacaatcgt tagaggaaac aaaccctgca 
780 

aggaaacctc catcaacggc ctgctagagg attttgacaa catctcggtg actcgctcca 
840 

actccctaag gaaagaaagc ccacccaccc cagatcaggg agcctccagc cacggtccag 
900 

gccacgcgga agaaaatggc ttcatcacct tctcccagta ttccagcgaa tccgatacta 
960 

ctgctgacta cacgaccgaa aagtacaggg agaagagtct ctatggagat gatctggatc 
1020 

cgtattatag aggcagccac gcagccaagc aaaatgggca cgtaatgaaa atgaagcacg 
1080 

gggaggccta ctattctgag gtgaagcctt tgaaatccga ttttgccaga ttttctgccg 
1140 

attatcactc acatttggac tcactgagca aaccaagtga atacagtgac ctcaagtggg 
1200 
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agtatcagag 

1260 

agcctcgagt 

agctcccctc 

tggattattc 

attccaattc 

acaccttcta 

gaactgcagg 

1320 

gaccagcggg 

tgctccaagg 

agagcctggc 

gtacagtgaa 

agtgaatggg 

gacccagcct 

1380 

ggatgactat 

gacaggaggc 

caaagtcttc 

gtacctgaat 

cagacaagcc 

ctcagcccac 

1440 

catgcggcag 

aggtccaggt 

caggctcggg 

actccaggaa 

ccgatgatgc 

catttggagc 

1500 

aagtgcattt 

aaaacccatc 

cccaaggaca 

ctcctacaac 

tcctacacct 

accctcgctt 

1560 

gtccgagccc 

acaatgtgca 

ttccaaaggt 

ggattacgat 

ccagcacaga 

tggccctcag 

1620 

ccctccactg 

tcagggtctg 

acacctaccc 

caggggccct 

gccaaactac 

ctcaaagtca 

1680 

aagcaaatcg 

ggctattcct 

caagcagtca 

ccagtacccg 

tctgggtacc 

acaaagccac 

1740 

cttgtaccat 

cacccctccc 

tgcagagcag 

ttcgcagtac 

atctccacgg 

cttcctacct 

1800 

gagctccctc 

agcctctcat 

ccagcatacc 

cgccgcccag 

ctggggctcc 

tcctccgacc 

1860 

agcagccctc 

cagggtgtcc 

catgaacagt 

ttcgggcggc 

cctgcagctg 

gtggtcagcc 

1920 

caggagaccc 

cagggaatac 

ttggccaact 

ttatcaaaat 

cggggaaggc 

tcaaccggca 

1980 

tcgtatgcat 

cgccaccgag 

aaacacacag 

ggaaacaagt 

tgcagtgaag 

aaaatggacc 

2040 

tccggaagca 

acagagacga 

gaactgcttt 

tcaatgaggt 

cgtgatcatg 

cgggattacc 

2100 

accatgacaa 

tgtggttgac 

atgtacagca 

gctaccttgt 

cggcgatgag 

ctctgggtgg 

2160 

tcatggagtt 

tctagaaggt 

ggtgccttga 

cagacattgt 

gactcacacc 

agaatgaatg 

2220 

aagaacagat 

agctactgtc 

tgcctgtcag 

ttctgagagc 

tctctcctac 

cttcataacc 

2280 

aaggagtgat 

tcacagggac 

ataaaaagtg 

actccatcct 

cctgacaagc 

gatggccgga 

2340 

taaagttgtc 

tgattttggt 

ttctgtgctc 

aagtttccaa 

agaggtgccg 

aagaggaaat 

2400 

cattggttgg 

cactccctac 

tggatggccc 

ctgaggtgat 

ttctaggcta 

ccttatggga 

2460 

cagaggtgga 

catctggtcc 

ctcgggatca 

tggtgataga 

aatgattgat 

ggcgagcccc 

2520 

cctacttcaa 

tgagcctccc 

ctccaggcga 

tgcggaggat 

ccgggacagt 

ttacctccaa 

2580 

gagtgaagga 

cctacacaag 

gtttcttcag 

tgctccgggg 

attcctagac 

ttgatgttgg 

2640 

tgagggagcc 

ctctcagaga 

gcaacagccc 

aggaactcct 

cggacatcca 

ttcttaaaac 

2700 

tagcaggtcc 

accgtcttgc 

atcgtccccc 

tcatgagaca 

atacaggcat 

cactgagcag 

2760 

aggattcgtg 

taggtggcaa 

agctagatga 

ggacatgaga 

ataattcagg 

agaacaaaag 

2820 

gaaacacaga 

acatgcaaaa 

ggcctgtgca 

ttctagacca 

gccaattggt 
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gggacagcgt 

2880 

gatgaccggc 

agggttcaac 

agaccagggc 

atcttcttgt 

gtcttaaaca 

ggcatctctc 

2940 

cactgacagc 

cggtgtggtc 

acttggagca 

cggctttaat 

aagtcattat 

tatatttttc 

3000 

agcccttcat 

ccagcaaatc 

agaaggactc 

agtacaaact 

ccgttatgat 

acatcctagc 

3060 

cacatgcagg 

gtaacatgta 

ggattttcta 

tattgaaaga 

atacttttct 

ggcaaaaaaa 

3120 

aaaaaaaaaa 

gaaagaaagg 

aaaacaaaaa 

gcactttttt 

cttaatggta 

gcagtataat 

3180 

gtattttgca 

acgaatttgt 

aatttttctg 

tacgatagtt 

ttgataattt 

atagtacttt 

3240 

gatgtcatgt 

agccattgta 

tcagttgaag 

taatacttgt 

ttactagagg 

agtttgaaca 

3300 

aagcctttcc 

tactttttta 

tccctttaag 

agaaccaatg 

attctttagg 

aactttgaat 

3360 

actgaatgac 

tctcaatcac 

cgtcagcttt 

agtaaaatct 

ctttcttatc 

ctaacaagtg 

3420 

tcttatttgg 

tggaagaaga 

attaagagtg 

atggtgatgg 

tgtgcacgtt 

tcattaatcc 

3480 

aaccaaaaat 

aatgaaataa 

aatttgagcc 

acagtatacc 

actccttggg 

ataaagttaa 

3540 

atatttttaa 

agatcacatt 

ttccatgaac 

gcctctagta 

gcaaaccatt 

cttttgcaca 

3600 

ccacaatgtt 

tccctcagtg 

ccctttctca 

aatgggtaea 

atgttccctt 

gtggccaaat 

3660 

ttccctccca 

gggagcaatt 

tcagtgctag 

gatcattgga 

ttcagttccc 

aaaatagaat 

3720 

gtttcagtga 

gaccatgaga 

attccaggct 

cacagaggga 

gaggagagaa 

cagggcaaga 

3780 

cgtttggttt 

catttgtcac 

catttttaaa 

actctgtatg 

ctagcacacc 

aaactcttgt 

3840 

ctatatttac 

ctttgtacca 

cagtattaat 

cgctattgtt 

catgtatcgt 

gctggaagtc 

3900 

tgaactgact 

ctagaggatg 

aattagcaag 

agggtatttt 

accaggtatg 

atctgacttc 

3960 

agttgtgccc 

atgttataat 

gtgtttccga 

cataggagag 

tcgtgctgct 

gtctagatct 

4020 

tcttgaatgt 

tgataaaaat 

gaatgactac 

tacaatacat 

tttgtgttgc 

ttgttggatg 

4080 

aatttgcatg 

ttaactgtag 

gccaatatag 

atttgccttt 

aaaactctgg 

aagagctaca 

4140 

tagtcatcat 

tagtttctat 

taattatgca 

tcagacaaaa 

gccatttgtt 

accaaactgg 

4200 

gaaaacagag 

gcttttctta 

actatttcac 

atactgtaac 

aaatatgaat 

ttaaatttgt 

4260 

gatagcgctc 

tggttgctct 

aagcataatt 

aagaattttt 

gtaattaata 

ggttgctaat 

4320 

tatttatcac 

tgctaaaaag 

gaaaaaaggc 

ataaaatgac 

cttctactga 

ttagattttc 

4380 

agttttcttt 

caaactggaa 

atgcctccat 

aaatatgatc 

tatgattttg 

cttcataaaa 

4440 

cagcaaatca 

atgttttatg 

taaaatatta 

aagcattaat 

ataaatatgt 
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gagaataaaa acaatctaaa tccagaaaat ggcagtccta aatgttcatg agacagattg 
4500 

tattaattta accaggacta tgtagaagta gaaagaaaag aaaaagaaaa tcttttttaa 
4560 

accagaataa acattaaaaa ctattgcaga aaatagtgga ttttggattc caaacatttt 
4620 

cgacagtgta atggaaattt ttctgtaatt ttcttaccat cgggtatttt ttaaagtatt 
4680 

cattgagttt accaaaagtt actgtagctt aaaaggtttt gtgagcacta actattggca 
4740 

gaaactgcat ttgcaaataa aaataaatgt ttgcctttta aaaaaaaaaa aaaaaa 
4796 

<210> 3018 

<211> 104 

<212> PRT 

<213 > Homo sapiens 

<400 > 3018 


Cys 

His 

Leu 

Glu 

Gin 

Val 

His 

Leu 

Lys 

Pro 

lie 

Pro 

Lys 

Asp 

Thr 

Pro 

1 




5 





10 





15 


Thr 

Thr 

Pro 

Thr 

Pro 

Thr 

Leu 

Ala Cys 

Pro 

Ser 

Pro 

Gin 

Cys 

Ala 

Phe 




20 





25 





30 



Gin Arg 

Trp 

He 

Thr 

lie 

Gin 

His 

Arg 

Trp 

Ser 

Ser 

Ala 

Leu 

His 

Cys 



35 





40 





45 




Gin Gly 

Leu 

Thr 

Pro 

Thr 

Pro 

Gly Ala 

Leu 

Pro 

Asn 

Tyr 

Leu 

Lys 

val 


50 





55 





60 





Lys 

Ala 

Asn 

Arg 

Ala 

lie 

Pro 

Gin 

Ala 

Val 

Thr 

Ser 

Thr 

Arg 

Leu 

Gly 

65 





70 





75 





80 

Thr 

Thr 

Lys 

Pro 

Pro 

Cys 

Thr 

lie 

Thr 

Pro 

Pro 

Cys 

Arg 

Ala 

Val 

Arg 





85 





90 





95 


Ser 

Thr 

Ser 

Pro 

Arg 

Leu 

Pro 

Thr 












100 














<210 > 3019 
<211> 882 
<212> DNA 
<213 > Homo sapiens 

<4 00 > 3019 

ggcctagcca aaaggggcgg gcgagcacgg cccgcggcgg gcgttcgctg gagctggtgg 
60 

accgggcggc tgaccgaggg gcggacgcgc ggcggggcag accgctgggg actgcgggcg 
120 

gcgctgtgtc cgtcgccatg acagatcaga cctattgtga ccgcctggtg caggacacgc 
180 

ctttcctgac aggccatggg cgcttgagtg agcagcaggt ggacaggatc atcctccagc 
240 

tgaaccgtta ctacccacag atccttacca acaaggaggc ggaaaaggtg ctgaggagtt 
300 

ccggaacccc aaggcatcct tgcgtgtgcg gctctgtgac ctcctgagcc acctgcagcg 
360 

gagctgtgag cgggactgcc aggagttcta ccgagccctg tatatccatg cccagcccct 
420 
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gcacagccgc ctgcccagcc gccacgctct gcagaactca gattgcacag agctagactc 
480 

gggcagccag agcggcgagc tgagtaacag gggacccatg agcttcctgg ctggcctggg 
540 

ccttgctgtg ggactggccc tgctcctgta ctgctatccg ccagacccca agggcctgcc 
600 

agggacccgg cgcgtcctcg gtttctcgcc tgtcatcatc gacagacatg tcagccgcta 
660 

cctgctggcc ttcctggcag atgacctagg ggggctctga cagaccctgg acccagggcc 
720 

tcacctgcca ctcaaccaaa gagtcctcga gccggcccgc caaggggact gctgcttctt 
780 

tttctaaatg catatttttc attatttata atttgtgtaa aaaacacacc ttcaccttac 
840 

aaggtgctga ccatattaaa tgttcaggtt ctctcaaaaa aa 
882 

<210> 3020 
<211> 58 
<212> PRT 

<213 > Homo sapiens 
<400> 3020 

Gin Gly Thr His Glu Leu Pro Gly Trp Pro Gly Pro Cys Cys Gly Thr 
1 5 10 15 

Gly Pro Ala Pro Val Leu Leu Ser Ala Arg Pro Gin Gly Pro Ala Arg 
20 25 30 

Asp Pro Ala Arg Pro Arg Phe Leu Ala Cys His His Arg Gin Thr Cys 
35 40 45 

Gin Pro Leu Pro Ala Gly Leu Pro Gly Arg 
50 55 

<210> 3021 

<211> 1008 

<212> DNA 

<213 > Homo sapiens 

<400> 3021 

ntgtacatac agtacggaat gacttcagat tctgaaaaaa ggcaaatctg accaattgag 
60 

gcagaaagca ggtcagtggt tccccaggtc tggaactggg gtgggttact gatagcaaat 
120 

gggcatgtgg gtgccttggg gtagggtaaa ggttccatct tgatcgcggt ggtgtttccc 
180 

aagtgtatac actcaccaaa actatactta gaactcaaaa ctcgccaaat atatacttaa 
240 

aatggatgca gttggttatg tataaattat acctcaataa agttgattaa aaacatcaat 
300 

tcctcagaaa attcttttct gaccactccc ctctcagacg aggtcgggcc tcctggtatg 
360 

catacccata cccactacaa cctgtattta ttttttttga aacatggtct ctttctgtcg 
420 

tccaggctgg agtgcagtgg cgcaatcatg gatcactgca gccttgacct tcctggctca 
480 
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agtgatcctc ccggctcacc cccagtagct ggaaccacag gcgcgcttcc acaccggaaa 
540 

gcccattttc tagaggcgga aaccgaagcg cccagtggga aaggcgaccc gccggggatg 
600 

cggggtgctc aacgcgctgc cacctggggc ccaacgcgtt gacctcgcgg tcaggttgct 
660 

tccgcggact acggttctgg ctcgctagct ctggaaggga gcaccgggag ggaatggtgg 
720 

caactcccaa ggaggggacc cagggatccg agaaaggaag acttggggta ggtggggttg 
780 

gattttgact ggagagaaga aagggtcagg agtgcagggc gggtacctgg ggagctgcgt 
840 

ggactcgcgc agacgggaag caggcgcgtg ctggcggtga cctggggccg gagaggaacg 
900 

ctgggtcccc tccttgggag ttgccaccat tccctcccgg tgctcccttc cagagctagc 
960 

gagccagaac cgtagtccgc ggaacaacct gaccgcgagt caacgcgt 
1008 

<210> 3022 
<211> 94 
<212 > PRT 

<213 > Homo sapiens 
<400> 3022 

Met His Thr His Thr His Tyr Asn Leu Tyr Leu Phe Phe Leu Lys His 
1 5 10 

Gly Leu Phe Leu Ser Ser Arg Leu Glu Cys Ser Gly Ala lie Met Asp 
20 25 30 

His Cys Ser Leu Asp Leu Pro Gly Ser Ser Asp Pro Pro Gly Ser Pro 
35 40 45 

Pro Val Ala Gly Thr Thr Gly Ala Leu Pro His Arg Lys Ala His Phe 
50 55 60 

Leu Glu Ala Glu Thr Glu Ala Pro Ser Gly Lys Gly Asp Pro Pro Gly 
65 70 75 80 

Met Arg Gly Ala Gin Arg Ala Ala Thr Trp Gly Pro Thr Arg 
85 .90 

<210> 3023 
<211> 1834 
<212> DNA 

<213 > Homo sapiens 
<400> 3023 

ngctaatgta taccatgcta gcacagcaaa tggagagagc agagcaatca aaatttataa 
60 

aacttctatt ttggtgttca aagatcggga taaatatgta agtggagaat tcaggtaagt 
120 

tcagattttt ccctccagtt ggtttaattt ctatttccta aaacattaaa ataataatgg 
180 

aatgattgaa ataataaaca tttttcttat tcaagatttc gtcatggcta ttgtaaagga 
240 

aaccctagga aaatggtgaa aacttgggca gaaaaagaaa tgaggaactt aatcaggcta 
300 
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aacacagcag agataccatg 
360 

agtttcatcg gtaaagatga 
420 

tccaaggctc gggagttgta 
480 

gccagacttg tccatgcaga 
540 

tatatcattg acgtgtctca 
600 

agaaaggatt gcgccaacgt 
660 

gtgcgggagc tctttgaatt 
720 

tatctctcaa aggccatgga 
780 

gatcatgtgg atgaagaggt 
840 

aaaaattatg agagggatat 
900 

aatgcccaac aagataatat 
960 

agttcagaag gtccctgcac 
1020 

gaagatattg gaagctctga 
1080 

cgccccaaga aacacaccac 
1140 

aaggaagccc agagagagaa 
1200 

gagaagacag ccaagacgaa 
1260 

tttcctcagt tccttttctc 
1320 

ttttaaccag attgtcatcg 
1380 

actatgtaaa aagctctaag 
1440 

gacagaggat ttatttaagc 
1500 

atttttttct cttacaaata 
1560 

tctgtaactc ttacatgagt 
1620 

gtacacacca gagacccatc 
1680 

atttcaccca cagttcagct 
1740 

ggcgatcatt tgtaatgctc 
1800 

ctcagttcat aaagtttttt 
1834 

< 210 > 3024 


tccagaacca ataatgctaa 
catgcctgca ccactcttga 
cctgcaggtc attcagtaca 
tctcagtgaa tttaacatgc 
gtccgtggag cacgaccacc 
caatgatttc tttatgaggc 
tgtcacagat ccatccatta 
aatagcatct caaaggacca 
gtttaagcga gcatatattc 
ggacataatt atgaaattga 
tctaccagac tgttacagga 
tctagaaaat caagtggagg 
gtgctctgac acagactctg 
ggaccctgac attgataaaa 
aagaaaaaac aaaattccta 
aaaaggcaaa tagaatgaga 
gcctgaactc ttaagctgca 
tggcactgtc tgtgaagacg 
ctctagagtc tagatccagt 
tattatttta ataaagaact 
tgtttttgga agcatgataa 
gtccagaggc actcatggga 
tgaggtcatc tgattataag 
ggctgttgat tttcactgca 
ttacacttcg tctttaatgt 
acaattcaaa aaaa 


gaagtcatgt tcttgtcatg 
aaaatgtcca gttatcagaa 
tgagaagaat gtatcaggat 
tgtaccacgg tggaggcgtg 
cacatgcctt ggagttcttg 
acagtgttgc tgtcatgact 
cacatgagaa catggatgct 
aggaagaacg gtctagccaa 
ctagaacctt gaatgaagtg 
aggaagagga catggccatg 
ttgaagaaag atttgtcagg 
aaaggacttg ttctgattca 
aagagcaggg agaccatgcc 
aagaaagaaa aaagatggtc 
aacatgtgaa aaaaagaaag 
accatattat gtacagtcat 
tctggaagat ggcttattgg 
gattcaaatg ttttcatgta 
cactgactct gtctggtgtt 
ttgtacattt ttatttttat 
atgtttaaat gtagtcaaca 
aaattggttt tgctttcttt 
gccatgttta tataaaggga 
actctgcctt tgtgtgtatt 
tctttttgga gttaggacct 
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<211> 347 
<212> PRT 

<213> Homo sapiens 


<400> 3024 


Asn Asn 

Lys 

His 

Phe 

Ser 

Tyr 

Ser 

Arg 

Phe 

Arg 

His 

Gly 

Tyr 

Cys 

Lys 

1 



5 





10 





15 


Gly Asn 

Pro 

Arg 

Lys 

Met 

Val 

Lys 

Thr 

Trp 

Ala 

Glu 

Lys 

Glu 

Met 

Arg 


20 





25 





30 



Asn Leu 

He 

Arg 

Leu 

Asn 

Thr 

Ala 

Glu 

lie 

Pro 

Cys 

Pro 

Glu 

Pro 

lie 


35 





40 





45 




Met Leu 

Arg 

Ser 

His 

Val 

Leu 

Val 

Met 

Ser 

Phe 

He Gly 

Lys 

Asp 

Asp 

50 





55 





60 





Met Pro 

Ala 

Pro 

Leu 

Leu 

Lys 

Asn 

Val 

Gin 

Leu 

Ser 

Glu 

Ser 

Lys 

Ala 

65 




70 





75 





80 

Arg Glu 

Leu 

Tyr 

Leu 

Gin 

Val 

lie 

Gin 

Tyr 

Met 

Arg 

Arg 

Met 

Tyr 

Gin 




85 





90 





95 


Asp Ala 

Arg 

Leu 

Val 

His 

Ala 

Asp 

Leu 

Ser 

Glu 

Phe 

Asn 

Met 

Leu 

Tyr 



100 





105 





110 



His Gly 

Gly 

Gly 

Val 

Tyr 

lie 

lie 

Asp 

Val 

Ser 

Gin 

Ser 

Val 

Glu 

His 


115 





120 





125 




Asp His 

Pro 

His 

Ala 

Leu 

Glu 

Phe 

Leu 

Arg 

Lys 

Asp 

Cys 

Ala 

Asn 

Val 

130 





135 





140 





Asn Asp 

Phe 

Phe 

Met 

Arg 

His 

Ser 

Val 

Ala 

Val 

Met 

Thr 

Val 

Arg 

Glu 

145 




150 





155 





160 

Leu Phe 

Glu 

Phe 

Val 

Thr 

Asp 

Pro 

Ser 

lie 

Thr 

His 

Glu 

Asn 

Met 

Asp 




165 





170 





175 


Ala Tyr 

Leu 

Ser 

Lys 

Ala 

Met 

Glu 

lie 

Ala 

Ser 

Gin 

Arg 

Thr 

Lys 

Glu 



180 





185 





190 



Glu Arg 

Ser 

Ser 

Gin 

Asp 

His 

Val 

Asp 

Glu 

Glu 

Val 

Phe 

Lys 

Arg 

Ala 


195 





200 





205 




Tyr lie 

Pro Arg 

Thr 

Leu 

Asn 

Glu 

Val 

Lys 

Asn 

Tyr 

Glu 

Arg 

Asp 

Met 

210 





215 





220 





Asp lie 

lie 

Met 

Lys 

Leu 

Lys 

Glu 

Glu 

Asp 

Met 

Ala 

Met 

Asn 

Ala 

Gin 

225 




230 





235 





240 

Gin Asp 

Asn 

lie 

Leu 

Pro 

Asp 

Cys 

Tyr 

Arg 

lie 

Glu 

Glu 

Arg 

Phe 

Val 




245 





250 





255 


Arg Ser 

Ser 

Glu 

Gly 

Pro 

Cys 

Thr 

Leu 

Glu 

Asn 

Gin 

Val 

Glu 

Glu 

Arg 



260 





265 





270 



Thr Cys 

Ser Asp 

Ser 

Glu 

Asp 

lie 

Gly 

Ser 

Ser 

Glu 

Cys 

Ser 

Asp 

Thr 


275 





280 





285 




Asp Ser 

Glu 

Glu 

Gin 

Gly 

Asp 

His 

Ala 

Arg 

Pro 

Lys 

Lys 

His 

Thr 

Thr 

290 





295 





300 





Asp Pro 

Asp 

lie 

Asp 

Lys 

Lys 

Glu 

Arg 

Lys 

Lys 

Met 

Val 

Lys 

Glu 

Ala 

305 




310 





315 





320 

Gin Arg 

Glu 

Lys 

Arg 

Lys 

Asn 

Lys 

lie 

Pro 

Lys 

His 

val 

Lys 

Lys 

Arg 




325 





330 





335 


Lys Glu 

Lys 

Thr 

Ala 

Lys 

Thr 

Lys 

Lys 

Gly Lys 








340 





345 









<210> 3025 
<211> 1370 
<212> DNA 

<213> Homo sapiens 
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<400> 3025 

nnacgcgtgc ccagacagga tggctttttc gggaagataa aacacattag atggatcact 
60 

tcaagagaag ataaaaattg aaactgctaa tcatctagta ctactgctaa gccgctccaa 
120 

agcttctgaa gcatctaggt gatcttctta aatctttgac aggaaagagt aggaaacttt 
180 

ttggcagac:t tttacctggt gaatggactt gttttagaat caaggaaaag aagagaacat 
240 

ctcagtgaag aggatattct tcgaaataag gccatcatgg agagtttgag taaaggtgga 
300 

aacataatgg aacagaattt tgagccgatt cgaagacagt ctcttacacc tcctcctcag 
360 

aacactatta catgggaaga atatatatct gctgaaaatg gaaaagctcc tcatctgggt 
420 

agagaattgg tgtgcaaaga gagtaagaaa acgtttaaag ctacgatagc catgagccag 
480 

gaatttccct tagggataga gttattattg aatgttttag aagtagtagc tcccttcaag 
54*0 

cactttaaca agcttagaga atttgttcag atgaagcttc ctccaggctt tcctgtaaaa 
600 

ttagatatac ctgtgtttcc cacaatcaca gccactgtga cttttcagga gtttcgatac 
660 

gatgaatttg atggctccat ctttactata cctgatgact acaaggaaga cccaagccgt 
720 

tttcctgatc tttaactgac gtggaaaagg atgccgtcta accaaggaaa gaaaatacag 
780 

agaccctaga agtggatcca aatagaaggg acaaatgctt tcagtgaaga aaagggaatt 
840 

acacattgaa tcgacacatc agtaatacga tacagtgaaa tgggcctcta ataagaattt 
900 

cagcgagttt tctgatgtgc cattttttgt ctttttaaaa atatacatat tataaatgta 
960 

atagtttgac acattaatga ccctaagacc tgcgtatgtg aagcagctat gagtgctgtg 
1020 

atttgttttt aaaaattttt acacttcttg ttgaaatata tatgcatata aatatatcta 
1080 

tatctatatc tatatctaaa acactcctgg accattaacg taaattaaat gtcttaagag 
1140 

atatggagcc cttttaaact tgtcatcttt atgcaaggtg acatttataa atattccttc 
1200 

gagctttgtt ttcataaaat gtaaactatg taacattatg tatagttcag taatttgaat 
1260 . . 

gtttgttcaa tataatgaac tagaaggaat gcaattttct gtagatgaat gaaccaaatg 
1320 

gtaaccatta aacaattgca tttaaaaaaa aaaaaaaaaa aaaaaaaaaa 
1370 

<210> 3026 
<211> 152 
<212> PRT 

<213> Homo sapiens 
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<400> 3026 


Met 

Glu 

Ser 

Leu 

Ser 

Lys 

Gly 

Gly 

Asn 

lie 

Met 

Glu 

Gin 

Asn 

Phe 

Glu 

l 




5 





10 





15 


Pro 

lie 

Arg 

Arg 

Gin 

Ser 

Leu 

Thr 

Pro 

Pro 

Pro 

Gin 

Asn 

Thr 

lie 

Thr 



20 





25 





30 



Trp 

Glu 

Glu 

Tyr 

lie 

Ser 

Ala 

Glu 

Asn 

Gly 

Lys 

Ala 

Pro 

His 

Leu 

Gly 



35 





40 





45 




Arg 

Glu 

Leu 

Val 

Cys 

Lys 

Glu 

Ser 

Lys 

Lys 

Thr 

Phe 

Lys 

Ala 

Thr 

lie 


50 





55 





60 





Ala 

Met 

Ser 

Gin 

Glu 

Phe 

Pro 

Leu 

Gly 

lie 

Glu 

Leu 

Leu 

Leu 

Asn 

Val 

65 





70 





75 





80 

Leu 

Glu 

Val 

Val 

Ala 

Pro 

Phe 

Lys 

His 

Phe 

Asn 

Lys 

Leu 

Arg 

Glu 

Phe 





85 





90 





95 


Val 

Gin 

Met 

Lys 

Leu 

Pro 

Pro 

Gly 

Phe 

Pro 

Val 

Lys 

Leu 

Asp 

lie 

Pro 




100 





105 





110 



Val 

Phe 

Pro 

Thr 

lie 

Thr 

Ala 

Thr 

val 

Thr 

Phe 

Gin 

Glu 

Phe 

Arg 

Tyr 



115 





120 





125 




Asp 

Glu 

Phe 

Asp 

Gly 

Ser 

lie 

Phe 

Thr 

lie 

Pro 

Asp 

Asp 

Tyr 

Lys 

Glu 


130 





135 





140 





Asp 

Pro 

Ser 

Arg 

Phe 

Pro 

Asp 

Leu 









145 





150 












<210> 3027 
<211> 1154 
<212> DNA 

<213 > Homo sapiens 
<4 00> 3027 

nccgttttcc cgtcgcacgt ggtggccact gttggcttct gaatggtttg caaggcggat 
60 

atccacgcca aggcctttgg atcggccgtg ggtacatccg tctgagccgt tcctttccat 
120 

cgcagacggc ggcctccgcg gcgctctcca gtcatggact accggcggct tctcatgagc 
180 

cgggtggtcc cc gggcaatt cgacgacgcg gactcctctg acagtgaaaa cagagacttg 
240 

aagacagtca aagagaagga tgacattctg tttgaaga cc ttcaagacaa tgtgaatgag 
300 

aatggtgaag gtgaaataga agatgaggag gaggagggtt atgatgatga tgatgatgac 
360 

t39'9' a c t 999' atgaaggagt tggaaaactc gccaagggtt atgtctggaa tggaggaagc 
420 

aacccacagg caaatcgaca gacctccgac agcagttcag ccaaaatgtc tactccagca 
480 

gacaaggtct tacggaaatt tgagaataaa attaatttag ataagctaaa tgttactgat 
540 

tccgtcataa ataaagtcac cgaaaagtct agacaaaagg aagcagatat gtatcgcatc 
600 

aaagataagg cagacagagc aactgtagaa caggtgttgg atcccagaac aagaatgatt 
660 

ttattcaaga tgttgactag aggaatcata acagagataa atggctgcat tagcacagga 
720 

aaagaagcta atgtatacca tgctagcaca gcaaatggag agagcagagc aatcaaaatt 
780 
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tataaaactt ctattttggt gttcaaagat cgggataaat atgtaagtgg agaattcaga 
640 

tttcgtcatg gctattgtaa aggaaaccct aggaaaatgg tgaaaacttg ggcagaaaaa 
900 

gaaatgagga acttaatcag gctaaacaca gcagagatac catgtccaga accaataatg 
960 

ctaagaagtc atgttcttgt catgagtttc atcggtaaag atgacatttc ttttcattca 
1020 

aggcctgcac cactcttgaa aaatgtccag ttatcagaat ccaaggctcg ggagttgtac 
1080 

ctgcaggtca ttcagtacat gagaagaatg tatcaggatg ccagacttgt ccatgcagat 
1140 

cgtcggtgag aggc 
1154 

<210> 3028 
<211> 331 
<212> PRT 

<213> Homo sapiens 


<4 00> 3028 


Met 

Asp 

Tyr 

Arg 

Arg 

Leu 

Leu 

Met 

Ser 

Arg 

Val 

Val 

Pro Gly 

Gin 

Phe 

1 




5 





10 




15 


Asp Asp 

Ala 

Asp 

Ser 

Ser 

Asp 

Ser 

Glu 

Asn 

Arg Asp 

Leu Lys 

Thr 

Val 




20 





25 




30 



Lys 

Glu 

Lys 

Asp 

Asp 

lie 

Leu 

Phe 

Glu 

Asp 

Leu 

Gin 

Asp Asn 

Val 

Asn 



35 





40 





45 



Glu 

Asn 

Gly 

Glu 

Gly 

Glu 

lie 

Glu 

Asp 

Glu 

Glu 

Glu 

Glu Gly 

Tyr Asp 


50 





55 





60 




Asp Asp 

Asp 

Asp 

Asp 

Trp Asp 

Trp 

Asp 

Glu 

Gly Val 

Gly Lys 

Leu 

Ala 

65 





70 





75 




80 

Lys Gly 

Tyr 

Val 

Trp 

Asn Gly 

Gly 

Ser 

Asn 

Pro 

Gin 

Ala Asn 

Arg 

Gin 





85 





90 




95 


Thr 

Ser 

Asp 

Ser 

Ser 

Ser 

Ala 

Lys 

Met 

Ser 

Thr 

Pro 

Ala Asp 

Lys 

Val 




100 





105 




110 



Leu Arg 

Lys 

Phe 

Glu 

Asn 

Lys 

lie 

Asn 

Leu 

Asp 

Lys 

Leu Asn 

Val 

Thr 



115 





120 





125 



Asp 

Ser 

Val 

lie 

Asn 

Lys 

Val 

Thr 

Glu 

Lys 

Ser 

Arg 

Gin Lys 

Glu 

Ala 


130 





135 





140 




Asp 

Met 

Tyr 

Arg 

lie 

Lys 

Asp 

Lys 

Ala 

Asp 

Arg 

Ala 

Thr Val 

Glu 

Gin 

145 





150 





155 




160 

Val 

Leu 

Asp 

Pro 

Arg 

Thr Arg 

Met 

lie 

Leu 

Phe 

Lys 

Met Leu 

Thr 

Arg 





165 





170 




175 


Gly 

lie 

lie 

Thr 

Glu 

lie 

Asn 

Gly 

Cys 

lie 

Ser 

Thr 

Gly Lys 

Glu 

Ala 




180 





185 




190 



Asn 

Val 

Tyr 

His 

Ala 

Ser 

Thr 

Ala 

Asn 

Gly 

Glu Ser 

Arg Ala 

lie 

Lys 



195 





200 





205 



He 

Tyr 

Lys 

Thr 

Ser 

lie 

Leu 

Val 

Phe 

Lys 

Asp 

Arg 

Asp Lys 

Tyr Val 


210 





215 





220 




Ser Gly 

Glu 

Phe 

Arg 

Phe 

Arg 

His 

Gly 

Tyr 

Cys 

Lys 

Gly Asn 

Pro Arg 

225 





230 





235 




240 

Lys 

Met 

Val 

Lys 

Thr 

Trp 

Ala 

Glu 

Lys 

Glu 

Met 

Arg 

Asn.. Leu 

lie 

Arg 





245 





250 




255 


Leu 

Asn 

Thr 

Ala 

Glu 

lie 

Pro 

Cys 

Pro 

Glu 

Pro 

lie 

Met Leu 

Arg 

Ser 
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260 





265 





270 



His 

Val 

Leu 

Val 

Met 

Ser 

Phe 

He 

Gly 

Lys 

Asp 

Asp 

lie 

Ser 

Phe 

His 



275 





280 





285 




Ser 

Arg 

Pro 

Ala 

Pro 

Leu 

Leu 

Lys 

Asn 

Val 

Gin 

Leu 

Ser 

Glu 

Ser 

Lys 


290 





295 





300 





Ala 

Arg 

Glu 

Leu 

Tyr 

Leu 

Gin 

Val 

lie 

Gin 

Tyr Met 

Arg 

Arg 

Met 

Tyr 

305 





310 





315 





320 

Gin 

Asp 

Ala 

Arg 

Leu 

Val 

His 

Ala Asp Arg 

Arg 










325 





330 








<210> 3029 

<211> 344 

<212> DNA 

<2X3> Homo sapiens 

<400> 3029 

acgcgtgatg cacggaaggg ccttcggttt ttgcattttc cttatctgct gaccttacag 
60 

ctgaaaagat tcgattttga ttatacaacc atgcatagga ttaaactgaa tgatcgaatg 
120 

acatttcccg aggaactaga tatgagtact tttattgatg ttgaagatga aaaatctcct 
180 

cagactgaaa gttgcactga caggggagca gaaaatgaag gtagttgtca cagtgatcag 
240 

atgagcaacg atttctccaa tgatgatggt gttgatgaag gaatctgttt tgaaaccaat 
300 

agtggaactg aaaagatctc aaaatctgga cctgaaaaga attc 
344 

<210> 3030 

<211> 114 

<212> PRT 

<213 > Homo sapiens 


<4 00> 3030 


Thr 

Arg 

Asp Ala 

Arg 

Lys 

Gly 

Leu Arg 

Phe 

Leu 

His 

Phe 

Pro 

Tyr 

Leu 

1 



5 




10 





15 


Leu 

Thr 

Leu Gin 

Leu 

Lys 

Arg 

Phe Asp 

Phe 

Asp 

Tyr 

Thr 

Thr 

Met 

His 



20 




25 





30 



Arg 

He 

Lys Leu 

Asn 

Asp 

Arg 

Met Thr 

Phe 

Pro 

Glu 

Glu 

Leu Asp 

Met 



35 




40 




45 




Ser 

Thr 

Phe lie 

Asp 

Val 

Glu 

Asp Glu 

Lys 

Ser 

Pro 

Gin 

Thr 

Glu 

Ser 


50 




55 




60 





Cys 

Thr 

Asp Arg 

Gly 

Ala 

GlU 

Asn Glu 

Gly Ser 

Cys 

His 

Ser Asp 

Gin 

65 




70 




75 





80 

Met 

Ser 

Asn Asp 

Phe 

Ser 

Asn 

Asp Asp 

Gly Val 

Asp Glu Gly 

lie 

Cys 




85 




90 





95 


Phe 

Glu 

Thr Asn 

Ser 

Gly Thr 

Glu Lys 

lie 

Ser 

Lys 

Ser Gly 

Pro 

Glu 



100 




105 





110 




Lys Asn 


<210> 3031 
<211> 567 
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i 


<212> DNA 

<213> Homo sapiens 

<400> 3031 

gctgaagaag cggaggatca tggacgcatc cccgaccctg atgattttgt gccgcctgtg 
60 

cctccccctt cctattttgc cacgttttac tcgtgcacac cccggatgaa ccgcagattg 
120 

gttggtcctg atgttattcc cctgccacac atctacggag ctcgaatcaa aggtgtggaa 
180 

gtgttctgtc ctctggatcc cccgccgcca tatgaagctg tggtgagcca gatggaccag 
240 

gagcagggat cttcattcca aatgtcagaa ggatcagaag ctgctgtgat cccattggat 
300 

ctgggctgca cacaagtgac tcaagatggg gacattccta acatacctgc cgaagaaaat 
360 

gcatccacct caactcccag ttcaaccctg gtgcgtccta tcagaagccg gagagccctc 
420 

ccacccttga ggaccaggtc gaagagtgac cctgtgctcc atccttctga ggagagagct 
480 

gccccagtgc tcagctgtga agctgcaaca cagactgaaa ggagactgga tctggctgca 
540 

gtgactctga ggagaggctt gagatct 
567 

<210> 3032 
<211> 189 
<212> PRT 

<213 > Homo sapiens 


<400> 3032 


Ala 

Glu 

Glu 

Ala 

Glu Asp 

His 

Gly 

Arg 

lie 

Pro 

Asp 

Pro 

Asp 

Asp 

Phe 

1 




5 





10 





15 


Val 

Pro 

Pro 

Val 

Pro 

Pro 

Pro 

Ser 

Tyr 

Phe 

Ala 

Thr 

Phe 

Tyr 

Ser 

Cys 




20 





25 





30 



Thr 

Pro 

Arg 

Met 

Asn 

Arg 

Arg 

Leu 

Val 

Gly 

Pro 

Asp 

Val 

lie 

Pro 

Leu 



35 





40 





45 




Pro 

His 

He 

Tyr 

Gly Ala 

Arg 

lie 

Lys 

Gly 

Val 

Glu 

Val 

Phe 

Cys 

Pro 


50 





55 





60 





Leu Asp 

Pro 

Pro 

Pro 

Pro 

Tyr 

Glu 

Ala 

Val 

Val 

Ser 

Gin 

Met 

Asp 

Gin 

65 





70 





75 





80 

Glu 

Gin 

Gly 

Ser 

Ser 

Phe 

Gin 

Met 

Ser 

Glu 

Gly 

Ser 

Glu 

Ala 

Ala 

Val 





85 





90 





95 


lie 

Pro 

Leu 

Asp 

Leu Gly 

Cys 

Thr 

Gin 

Val 

Thr 

Gin 

Asp 

Gly 

Asp 

lie 




100 





105 





110 



Pro 

Asn 

lie 

Pro 

Ala 

Glu 

Glu 

Asn 

Ala 

Ser 

Thr 

Ser 

Thr 

Pro 

Ser 

Ser 



115 





120 





125 




Thr 

Leu 

Val 

Arg 

Pro 

lie 

Arg 

Ser 

Arg 

Arg 

Ala 

Leu 

Pro 

Pro 

Leu 

Arg 


130 





135 





140 





Thr Arg 

Ser 

Lys 

Ser 

Asp 

Pro 

Val 

Leu 

His 

Pro 

Ser 

Glu 

Glu 

Arg 

Ala 

145 





150 





155 





160 

Ala 

Pro 

Val 

Leu 

Ser 

Cys 

Glu 

Ala 

Ala 

Thr 

Gin 

Thr 

Glu 

Arg 

Arg 

Leu 





165 





170 





175 


Asp Leu 

Ala 

Ala 

Val 

Thr 

Leu 

Arg 

Arg 

Gly 

Leu 

Arg 

Ser 
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180 185 

< 210> 3033 
< 211> 821 
<212> DNA 
< 2 13 > Homo sapiens 

<4 00 > 3033 

nnacgcgtga agggggaaaa tgacaagaca gacttggatg ttatacgaga aaatcataga 
60 

ttcctatgga atgaggagga cgaaatggac atgacttggg agaagagact tgctaagaaa 
120 

tactatgata aattatttaa ggaatactgc atagcagatc tcagtaaata taaagaaaat 
180 

aagtttggat ttaggtggcg agtagaaaaa gaagtaattt caggaaaagg tcaatttttc 
240 

tgtggaaata aatattgtga taaaaaagaa ggcttaaaga gttgggaagt taattttggt 
300 

tatattgagc atggtgagaa gagaaatgca cttgttaaat taaggttatg ccaagaatgt 
360 

tccattaaat taaatttcca tcacaggaga aaagaaatca agtcaaaaaa aagaaaagat 
420 

aaaaccaaaa aagactgtga agagtcatca cataaaaaat ccagattatc ttctgcagaa 
480 

gaggcctcca agaaaaaaga taaaggacat tcatcttcaa agaaatctga agattctcta 
540 

cttagaaact ctgatgagga agaaagtgct tcagaatctg aactttggaa gggtccacta 
600 

ccagagacag atgaaaaatc acaggaagaa gaatttgatg agtattttca ggatttgttt 
660 

ctatgagacg agagagagaa gcctccgctc cttaatgtga aacttcatga agttttaaac 
720 

ctcatgcaat ttgaaattcc atctacgtct ttatctgcaa gttacagctt ctgtgctttg 
780 

tcttcgcaac tacaaatcca ggttctctca gcaacaacac a 
821 

<210> 3034 
< 211 > 221 
<212> PRT 

<213 > Homo sapiens 
<4 00> 3034 

Xaa Arg Val Lys Gly Glu Asn Asp Lys Thr Asp Leu Asp Val He Arg 
1 5 10 15 

Glu Asn His Arg Phe Leu Trp Asn Glu Glu Asp Glu Met Asp Met Thr 
20 25 30 

Trp Glu Lys Arg Leu Ala Lys Lys Tyr Tyr Asp Lys Leu Phe. Lys Glu 
35 40 45 

Tyr Cys lie Ala Asp Leu Ser Lys Tyr Lys Glu Asn Lys Phe Gly Phe 
50 55 60 

Arg Trp Arg Val Glu Lys Glu Val lie Ser Gly Lys Gly Gin Phe Phe 

65 70 75 80 

Cys Gly Asn Lys Tyr Cys Asp Lys Lys Glu Gly Leu Lys Ser Trp Glu 
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85 





90 





95 


Val 

Asn 

Phe 

Gly 

Tyr 

lie 

Glu 

His 

Gly 

Glu 

Lys 

Arg 

Asn 

Ala 

Leu 

Val 




100 





105 





110 



Lys 

Leu 

Arg 

Leu 

Cys 

Gin 

Glu 

Cys 

Ser 

He 

Lys 

Leu 

Asn 

Phe 

His 

His 



115 





120 





125 




Arg 

Arg 

Lys 

Glu 

He 

Lys 

Ser 

Lys 

Lys 

Arg 

Lys 

Asp 

Lys 

Thr 

Lys 

Lys 


130 





135 





140 





Asp 

Cys 

Glu 

Glu 

Ser 

Ser 

His 

Lys 

Lys 

Ser 

Arg 

Leu 

Ser 

Ser 

Ala 

Glu 

145 





150 





155 





160 

Glu 

Ala 

Ser 

Lys 

Lys 

Lys Asp 

Lys 

Gly 

His 

Ser 

Ser 

Ser 

Lys 

Lys 

Ser 





165 





170 





175 


Glu Asp 

Ser 

Leu 

Leu 

Arg Asn 

Ser 

Asp 

Glu 

Glu 

Glu 

Ser 

Ala 

Ser 

Glu 




180 





185 





190 



Ser 

Glu 

Leu 

Trp 

Lys 

Gly 

Pro 

Leu 

Pro 

Glu 

Thr 

Asp 

Glu 

Lys 

Ser 

Gin 



195 





200 





205 




Glu 

Glu 

Glu 

Phe 

Asp 

Glu Tyr 

Phe 

Gin 

Asp 

Leu 

Phe 

Leu 





210 





215 





220 






<210> 3035 

<211> 878 ' 

<212> DNA 

<213> Homo sapiens 

<4 00 > 3035 

ctcgaggaag atggcctcag accacaggat acctataatt cagaaacaaa gaacaaagat 
60 

ttgcactcca gcctctggtt ccggaaaggt gcccagccta cagattctaa cccgggacgt 
120 

cctcagacca cgacaggggc ctcccacaca cggctcgcag aacctgtgca aggagaacca 
180 

caaaggatga gcactctggc ccacccaaaa ccatggcagc cctgagggca cagactggac 
240 

accctgcaga gtctcactct gtcattcagg gtggagtgca atggcgcaat ctcagctcac 
300 

tgcaacctcc cactcccggg ctcaagcaat tctcctgacc cacactcagg cccagctcct 
360 

tcccagactg tcatcctctt tctagaagga aacagggacc ctgggggtcg gggatggccc 
420 

tgagctccct gctgtgcccc acacctggcg ggtctttgcc cacatgtgcc tagagtctgc 
480 

atgctctgcc ccatggctac ccgctgctgc ctgcaaggtt ccagagtcac gtccccagtg 
540 

agtctctgac ccggcggcca gcacaccagt gtgaatcacg tgtgtcccca gtgagtctct 
600 

gacccggcgg ccagcgcacc agtgtgaatc acatgcgtcc ccagtgagtc tctgacccgg 
660 

cgaccagagc accagtgtga atcacatgcg tccccggtga gtctctgcag ggtgtccagt 
720 

ctgtgccctc agggctgcca tggttttggg tgggccagag tgctcatcct ttgtggttct 
780 

ccttgcacaa gttctgcgag ccatgtgtgg gaggcccctg tcgtggtctg aggacgtccc 
840 

gggttagaat ctgtaggctg ggcacctttc gggaaccg 
878 
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<210> 3036 
<211> 65 
<212> PRT 

<213 > Homo sapiens 
<4 00> 3036 

Gly His Arg Leu Asp Thr Leu Gin Ser Leu Thr Leu Ser Phe Arg Val 
1 5 10 15 

Glu Cys Asn Gly Ala He Ser Ala His Cys Asn Leu Pro Leu Pro Gly 
20 25 30 

Ser Ser Asn Ser Pro Asp Pro His Ser Gly Pro Ala Pro Ser Gin Thr 
35 40 45 

Val lie Leu Phe Leu Glu Gly Asn Arg Asp Pro Gly Gly Arg Gly Trp 
50 55 60 

Pro 

65 

<210> 3037 
< 2 1 1 > 3538 
<212> DNA 

<213 > Homo sapiens 
<400> 3037 

nntctagaaa ttaatgatga caccttagaa ttagagggtg gagatgaagc tgaagatctt 
60 

acaaagaaac ttcttgatga acaagaacaa gaagatgagg aagccagcac tggatctcat 
120 

ctcaagctca tagtagatgc tttcctacag cagttaccca actgtgtcaa ccgagatctg 
180 

atagacaagg cagcaatgga tttttgcatg aacatgaaca caaaagcaaa caggaagaag 
240 

ttggtacggg cactcttcat agttcctaga caaaggttgg atttgctacc attttatgca 
300 

agattggttg ctacattgca tccctgcatg tctgatgtag cagaggatct ttgttccatg 
360 

ctgagggggg atttcagatt tcatgtacgg aaaaaggacc agatcaatat tgaaacaaag 
420 

aataaaactg ttcgttttat aggagaacta actaagttta agatgttcac caaaaatgac 
480 

acactgcatt gtttaaagat gcttctgtca gacttctctc atcaccatat tgaaatggca 
540 

tgcaccctgc tggagacatg tggacggttt cttttcagat ctccagaatc tcacctgagg 
600 

accagtgtac ttttggagca aatgatgaga aagaagcaag caatgcatct tgatgcgaga 
660 

tacgtcacaa tggtagagaa tgcatattac tactgcaacc cacctccagc tgaaaaaacc 
720 

gtgaaaaaga aacgtcctcc tctccaggaa tatgtccgga aacttttgta caaggatctc 
780 

tctaaggtta ccaccgagaa ggttttgaga cagatgcgaa agctgccctg gcaggaccaa 
840 

gaagtgaaag actatgttat ttgttgtatg ataaacatct ggaatgtgaa atataatagt 
900 
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attcattgtg tagccaacct 
960 

cacgttgtgg atggagtgtt 
1020 

tttaatcaga ggcgcatcag 
1080 

gtggaatcag ctgttatttt 
1140 

gatggctctc caagttccct 
1200 

actattctgg acacatgtgg 
1260 

tgtttccttg tatattttca 
1320 

aaagaccatc catttcctat 
1380 

agaccaaaga tcaaactctg 
1440 

gaacgagaat tcttaataaa 
1500 

acagaaggag aaaatcttga 
1560 

gaacaatctg gaaatgaaag 
1620 

gatgatgatg agggagaaga 
1680 

aaggaaaatg aaaccgatga 
1740 

catgtacctt gtgtagaaga 
1800 

aatctacagc aacgaagtgg 
i860 

ttgcatctca aaagccagct 
1920 

gagtctgcag acacaatgcc 
1980 

aagatcctta atgtacccat 
2040 

gcagaacaag aagagaggat 
2100 

gaacaagaag attatcaaga 
2160 

accaatcgtg agaggcggcc 
2220 

atctttaaga ctggtgggag 
2280 

tgtatctgat gttgtggtta 
2340 

ctcagcaggt cggtctagag 
2400 

cagaaacacc agcctctgcc 
2460 

ggccttttgt aatggaaatc 
2520 


cttagcagga ctagtgctct 
agaagatatt cgattaggaa 
cagtgccaag ttcttaggag 
cagaactctg tattctttta 
ggacccacct gagcatcttt 
ccagtacttt gacagaggtt 
gcgttatgtt tggtggaaga 
tgatatagat tacatgatca 
taattctctg gaagaatcca 
actaggccta gtaaatgaca 
agaggatgaa gaagaagaag 
tgaagtaaat gagccagaag 
agaggaggaa gagaatacag 
agagaatact gaggtaatga 
tgaggacttc attcaagctc 
tgaatctgtt aaagtgcacc 
gaggaaaggg cccccactgg 
gtttgtcatg ttaacaagaa 
gtcctctcaa cttgctgcaa 
gagaatgaaa aagctcacac 
aatgttgcag tctcttgcac 
tcgctaccaa catccgaagg 
gagacgttga tccagcagcai 
gtggagtcct ccagcaattg 
agttgcgaat ctaaacctgg 
aacaccggaa caagccgacg 
tcgcgagggt taatcttctc 


accaagagga tgttgggatc 
tggaggttaa tcaacctaaa 
aactttacaa ttaccgaatg 
cctcatttgg tgttaatcct 
tcagaattag actcgtatgc 
ccagtaaacg aaaacttgat 
aaagtttgga ggtttggaca 
gtgatacact agaactgcta 
tcaggcaggt acaagacttg 
aagactcaaa agattttatg 
aaggtggggc; tgaaacagaa 
aagaggaggg ttctgataat 
attaccttac agattccaat 
ttaaaggcgg tggacttaag 
tggataaaat gatgctagaa 
aactagatgt tgccattcct 
gaggtgggga aggagaggct 
aaggcaataa acagcagttt 
atcactggaa ccagcaacag 
tagatatcaa tgaacggcaa 
agcgcccagc tccagcaaac 
gagcacctaa tgcagatcta 
cgtgtcattt cattaggtcc 
aatgagagca gtggacacat 
gacaggctgg ggccaggagg 
cttccagaca aggcggaaaa 
ttgagaatgg cagtcaagaa 
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atgagatggt tcacttgact actgagcagt tacaccaagg agagcgtgaa ggggatgatt 
2580 

gagccagaga agaaacgggt tgtgatggta atggtgtggg ggaaatgaac ttgagcttta 
2640 

aacttgattt gagtttcatt gtctctgaat tgaacatccc acgttggaag aagatacatt 
2700 

tgggggctcc aggactacag tagaaaagta tagagcaagc aggaaaatct tctagtaaaa 
2760 

cttacatgca ggacaacaaa atgatgaaag atatccaaat accagataat ccaccaggaa 
2020 

ggcttttgtt taggaatttg tttcaagagg aacaagggat gagggagaaa aatccgtttt 
2880 

atccatcaga gtcagtgcta taaaattgcc tattaaggta aaagaaaaat gtggagacta 
2940 

ttttactata cagagagcat taattcagat ggcttagaaa agtgatacca gcccaagaac 
3000 

agggatctag gtgagcccat tgtaagtatc attgaaaaca aaacatgccc gtcaacatgt 
3060 

cacagaaaac gaacgaagga caacaagaag tggatgagaa tattttgttg accttcatgg 
3120 

gtttacagcc tctgtctcta aacaaagtat ggaaacaagt agagctttta ttttgctttt 
3180 

gtttttgttt tgtttttttt tgttttcccc cactaaatag aaatgagggt ccttagtctg 
3240 

tttctgacaa tctgttaatt tcttaggaca gctgtctttg gtttgctttc cagcaggcgt 
3300 

agtatattta gtcggagagc acatctgtat gcgacaactt gattacatct ttttttctag 
3360 

ctattttgca ttttttcttt taccatgttt cagtttctgc atgtagattt aaataaaaaa 
3420 

caaaacttgt aaagttgtaa catttcacat ggaaatgctg cccaatcttc accagcttca 
3480 

gaaatctgac ctttgccgat gctgcaataa agtgttgtaa tttaaaaaaa aaaaaaaa 
3538 

<210> 3038 
<211> 697 
<212> PRT 

<213 > Homo sapiens 


< 4 0 0 > 3038 


Pro Asn 

Cys 

Val 

Asn 

Arg 

Asp 

Leu 

lie 

Asp 

Lys 

Ala 

Ala 

Met 

Asp 

Phe 

1 



5 





10 





15 


Cys Met 

Asn 

Met 

Asn 

Thr 

Lys 

Ala 

Asn 

Arg 

Lys 

Lys 

Leu 

Val 

Arg 

Ala 



20 





25 





30 



Leu Phe 

He 

Val 

Pro 

Arg 

Gin 

Arg 

Leu 

Asp 

Leu 

Leu 

Pro 

Phe 

Tyr 

Ala 


35 





40 





45 




Arg Leu 

Val 

Ala 

Thr 

Leu 

His 

Pro 

Cys 

Met 

Ser 

Asp 

Val 

Ala 

Glu 

Asp 

50 





55 





60 





Leu Cys 

Ser 

Met 

Leu 

Arg 

Gly 

Asp 

Phe 

Arg 

Phe 

His 

Val 

Arg 

Lys 

Lys 

65 




70 





75 





80 

Asp Gin 

lie 

Asn 

lie 

Glu 

Thr 

Lys 

Asn 

Lys 

Thr 

Val 

Arg 

Phe 

lie 

Gly 




85 





90 





95 


Glu Leu 

Thr 

Lys 

Phe 

Lys 

Met 

Phe 

Thr 

Lys 

Asn 

Asp 

Thr 

Leu 

His 

Cys 
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100 





105 





110 



Leu 

Lys 

Met 

Leu 

Leu 

Ser 

Asp 

Phe 

Ser 

His 

His 

His 

lie 

Glu 

Met 

Ala 


115 





120 





125 




Cys 

Thr 

Leu 

Leu 

Glu 

Thr 

Cys 

Gly Arg 

Phe 

Leu 

Phe 

Arg 

Ser 

Pro 

GlU 

130 





135 





140 





Ser 

His 

Leu 

Arg 

Thr 

Ser 

Val 

Leu 

Leu 

Glu 

Gin 

Met 

Met 

Arg 

Lys 

Lys 

145 




150 





155 





160 

Gin 

Ala 

Met 

His 

Leu 

Asp 

Ala 

Arg 

Tyr Val 

Thr 

Met 

Val 

Glu 

Asn 

Ala 





165 





170 





175 


Tyr 

Tyr 

Tyr 

Cys 

Asn 

Pro 

Pro 

Pro 

Ala 

Glu 

Lys 

Thr 

Val 

Lys 

Lys 

Lys 



180 





185 





190 



Arg 

Pro 

Pro 

Leu 

Gin 

Glu 

Tyr 

Val 

Arg 

Lys 

Leu 

Leu 

Tyr 

Lys 

Asp 

Leu 


195 





200 





205 




Ser 

Lys 

Val 

Thr 

Thr 

Glu 

Lys 

Val 

Leu Arg 

Gin 

Met 

Arg 

Lys 

Leu 

Pro 


210 





215 





220 





Trp 

Gin 

Asp 

Gin 

Glu 

Val 

Lys 

Asp Tyr 

Val 

lie 

Cys 

Cys 

Met 

He 

Asn 

225 





230 





235 





240 

lie 

Trp 

Asn 

Val 

Lys 

Tyr 

Asn 

Ser 

lie 

His 

Cys 

Val 

Ala 

Asn 

Leu 

Leu 




245 





250 





255 


Ala Gly 

Leu 

Val 

Leu 

Tyr 

Gin 

Glu 

Asp 

Val 

Gly 

lie 

His 

val 

Val 

Asp 




260 





265 





270 



Glv Val 

Leu 

Glu 

Asp 

lie 

Arg 

Leu 

Gly Met 

Glu 

Val 

Asn 

Gin 

Pro 

Lys 



275 





280 





285 




Phe 

Asn 

Gin 

Arg 

Arg 

lie 

Ser 

Ser 

Ala 

Lys 

Phe 

Leu 

Gly 

Glu 

Leu 

Tyr 


290 





295 





300 





Asn Tyr 

Arg 

Met 

Val 

Glu 

Ser 

Ala 

Val 

lie 

Phe 

Arg 

Thr 

Leu 

Tyr 

Ser 

305 




310 





315 





320 

Phe 

Thr 

Ser 

Phe 

Gly 

Val 

Asn 

Pro 

Asp Gly 

Ser 

Pro 

Ser 

Ser 

Leu 

Asp 





325 





330 





335 


Pro 

Pro 

Glu 

His 

Leu 

Phe 

Arg 

lie 

Arg 

Leu 

val 

Cys 

Thr 

lie 

Leu 

Asp 




340 





345 





350 



Thr 

Cys 

Gly 

Gin 

Tyr 

Phe 

Asp 

Arg Gly 

Ser 

Ser 

Lys 

Arg 

Lys 

Leu 

Asp 



355 





360 





365 




Cys 

Phe 

Leu 

Val 

Tyr 

Phe 

Gin 

Arg 

Tyr 

Val 

Trp 

Trp 

Lys 

Lys 

Ser 

Leu 

370 





375 





380 





Glu 

Val 

Trp 

Thr 

Lys 

Asp 

His 

Pro 

Phe 

Pro 

He 

Asp 

lie 

Asp 

Tyr 

Met 

385 





390 





395 





400 

lie 

Ser 

Asp 

Thr 

Leu 

Glu 

Leu 

Leu 

Arg 

Pro 

Lys 

lie 

Lys 

Leu 

Cys 

Asn 




405 





410 





415 


Ser 

Leu 

Glu 

Glu 

Ser 

lie 

Arg Gin 

Val 

Gin 

Asp 

Leu 

Glu 

Arg 

Glu 

Phe 




420 





425 





430 



Leu 

lie 

Lys 

Leu 

Gly 

Leu 

Val 

Asn 

Asp 

Lys 

Asp 

Ser 

Lys 

Asp 

Phe 

Met 



435 





440 





445 




Thr 

Glu 

Gly 

Glu 

Asn 

Leu 

Glu 

Glu 

Asp 

Glu 

Glu 

Glu 

Glu 

Glu 

Gly 

Gly 


450 





455 





460 





Ala 

Glu 

Thr 

Glu 

Glu 

Gin 

Ser Gly 

Asn 

Glu 

Ser 

Glu 

val 

Asn 

Glu 

Pro 

465 





470 





475 





480 

Glu 

Glu 

Glu 

Glu 

Gly 

Ser 

Asp 

Asn Asp 

Asp 

Asp 

Glu 

Gly 

Glu 

Glu 

Glu 





485 





490 





495 


Glu 

Glu 

Glu 

Asn 

Thr 

Asp 

Tyr 

Leu 

Thr Asp 

Ser 

Asn 

Lys 

Glu 

Asn 

Glu 




500 





505 





510 



Thr 

Asp 

Glu 

Glu 

Asn 

Thr 

Glu 

Val 

Met 

lie 

Lys 

Gly 

Gly 

Gly 

Leu 

Lys 


515 





520 





525 




His 

Val 

Pro 

Cys 

Val 

Glu 

Asp Glu 

Asp 

Phe 

He 

Gin 

Ala 

Leu 

Asp 

Lys 
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530 535 540 

Met Met Leu Glu Asn Leu Gin Gin Arg Ser Gly Glu Ser Val Lys Val 

545 550 555 560 

His Gin Leu Asp Val Ala He Pro Leu His Leu Lys Ser Gin Leu Arg 

565 570 575 

Lys Gly Pro Pro Leu Gly Gly Gly Glu Gly Glu Ala Glu Ser Ala Asp 
580 585 590 

Thr Met Pro Phe Val Met Leu Thr Arg Lys Gly Asn Lys Gin Gin Phe 
595 600 605 

Lys lie Leu Asn Val Pro Met Ser Ser Gin Leu Ala Ala Asn His Trp 

610 615 620 

Asn Gin Gin Gin Ala Glu Gin Glu Glu Arg Met Arg Met Lys Lys Leu 

625 630 635 640 

Thr Leu Asp lie Asn Glu Arg Gin Glu Gin Glu Asp Tyr Gin Glu Met 

645 650 655 

Leu Gin Ser Leu Ala Gin Arg Pro Ala Pro Ala Asn Thr Asn Arg Glu 
660 665 ,670 

Arg Arg Pro Arg Tyr Gin His Pro Lys Gly Ala Pro Asn Ala Asp Leu 
675 680 685 

lie Phe Lys Thr Gly Gly Arg Arg Arg 

690 695 

<210> 3039 
<211> 1836 
<212> DNA 

<213 > Homo sapiens 
<400> 3039 

nnttttttat gtggacttct tttaaacatt tattaaaaaa gcaaaatgta tgttcatctc 
60 

aaatctaaca gttaaaaaat ggtaaagcaa tacaaacaat gtgttactag cagcatccag 
120 

tcgttagaat ctctcaccct gcttctcggt ctgatctgtg caagctcagt ctcttctgag 
180 

cctgcagcta cctccatccc tcatcgtagt gcaggccaaa ccaaatttta taaaattaac 
240 

aatttaaggt taaataagct taaataaggg tgttaaatac aagacacttc atcaaagctt 
300 

ctgtacaaag ataaacaaat ctggcattgt acaagtggtt ccgctggctc acagcacaca 
360 

gggaagttct agtgagtaag cagattcact ctcatttctt tccagcagag caactataca 
420 

aaagtgaact aagagttgaa gtgactactg accactcggt gagccattta caaggcatat 
480 

gtatcttttt tttgttttta atcagaacac tgttaatatt caggcaccat ttgttcctgc 
540 

aaataaataa gtctctaagg taactgcatc tgaactagtg ttaaacacaa cagtgctttt 
600 

tttttttttt aatcccccca caaagctttt ccaactatgt actatgcctc ctttcttatt 
660 

gctatggtaa tgtggctgtg gaaataaaac tactgtacat ccaaaaaaat agagcacctt 
720 

taacattaaa gtatatgtct gattatttgt tctcatgttt attttacaat actaaagccc 
780 
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aaactatggt aaattgcttt acatctctac caggtcacct gatatacagg aaataaaact 
840 

caactatctt ccctcttgag gtaagcccaa gccagagcac tgttttagca gagtctaaaa 
900 

gaaaaaggtc tcaactgtcg ccagggttta cattcatctt cacaccagga gttacattca 
960 

ttcatcttca catcggcgct gctctctgcc gtggttaccg agaaagagtc gaggctccct 
1020 

atcctgctgt ggtgaatggt gctacacaga atggaacagc aaaaacatct acgattggtt 
1080 

gaaagcacac agaaaaacca catgtttgtg acttcaaagg gacaaggggc atttcccagt 
1140 

ggtcccttga tgaggtgcgg attggctaag attttttgtc gatggtggtg aaaaaccatt 
1200 

ctgtgaattt ccgcagctga gctgtcgcgg tctgggactc ctcctgcagc ctcatgttgt 

1260 ' 
cctgtctcag gtgctgcact tctgcttgga gaacggcctt gtcttgtttt tccttccgaa 

1320 

ggtcggtctg gagttgtcga agaattaatt ccagctgatt gactttcccg gtcagtggtg 
1380 

atggagaacg ctccccagtt gtgtccatga actctttgcc actgcctgga tctacacata 
1440 

agggcagctc tgatgcccct cccggacaca gccacagggt tagattggac ccacctcgtg 
1500 

gatgctgcac gggcatttga agaccagagg gtggcatcct tctgcaccct gacagatatg 
1560 

cagcatgggc aggacctgga aggggcccaa gagctgccct tatgtgtaga tccaggcagt 
1620 

ggcaaagagt tcatggacac aactggggag cgttctccat caccactgac cgggaaagtc 
1680 

aatcagctgg aattaattct tcgacaactc cagaccgacc ttcggaagga aaaacaagac 
1740 

aaggccggtc tccaagcaga agtgcagcac ctgagacagg acaacatgag gctgcaggaa 
1800 

gagtcccaga ccgcgacagc tcagctgcgg aaattg 
1836 

c210> 3040 
<211> 142 
<2 12 > PRT 

<213> Homo sapiens 


<4 00 > 3040 


Thr 

Leu 

Cys 

His 

Cys 

Leu 

Asp 

Leu 

His 

He 

Arg 

Ala 

Ala 

Leu 

Met 

Pro 

1 




5 





10 





15 


Leu 

Pro 

Asp 

Thr 

Ala 

Thr 

Gly 

Leu 

Asp 

Trp 

Thr 

His 

Leu 

Val 

Asp 

Ala 




20 





25 





30 



Ala 

Arg 

Ala 

Phe 

Glu 

Asp 

Gin 

Arg 

Val 

Ala 

Ser 

Phe 

Cys 

Thr 

Leu 

Thr 



35 





40 





45 




Asp 

Met 

Gin 

His 

Gly 

Gin 

Asp 

Leu 

Glu 

Gly 

Ala 

Gin 

Glu 

Leu 

Pro 

Leu 


50 





55 





60 





Cys 

Val 

Asp 

Pro 

Gly 

Ser 

Gly 

Lys 

Glu 

Phe 

Met 

Asp 

Thr 

Thr 

Gly 

Glu 

65 





70 





75 





80 

Arg 

Ser 

Pro 

Ser 

Pro 

Leu 

Thr 

Gly 

Lys 

Val 

Asn 

Gin 

Leu 

Glu 

Leu 

lie 
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85 90 95 

Leu Arg Gin Leu Gin Thr Asp Leu Arg Lys Glu Lys Gin Asp Lys Ala 
100 105 110 

Gly Leu Gin Ala Glu Val Gin His Leu Arg Gin Asp Asn Met Arg Leu 
115 120 125 

Gin Glu Glu Ser Gin Thr Ala Thr Ala Gin Leu Arg Lys Leu 


130 135 

<210> 3041 

<211> 1512 

<2 12> DNA 

<213 > Homo sapiens 

<4 00> 3041 

ncacgaggag ccagagtctg tcaggcgggt 
60 

tgggagtgcg cggcagggac cggccaggcg 
120 

ccctcaacgt ccgcaggcgc gatgaaggca 
180 

ctacggccgc tgacgctgag caccccgaag 
240 

ttgctgcacc aagtggaggc gctagccgcg 
300 

agctacatgt cgcaggtgct ggagaaggaa 
360 

cgaatctcca tgtcccatga agaggagcct 
420 

cgtgacctac tctctgagac tgcagaccct 
480 

gatttcccct tccaagccat ggtgcagttc 
540 

ctggtgacca aggtggagga accctccaag 
600 

ggccgcattc accggttcgt ggagaagcca 
660 

ggcatgtaca tcctgagccc tgcagtgctg 
720 

gagaaggagg tcttccccat tatggccaag 
780 

ggcttctgga tggacattgg gcagcccaag 
840 

cagtcactga ggcagaagca gcctgagcgg 
900 

gtgctggtgg acccaagtgc ccgcatcggc 
960 

ctgggacctg gcgtggtggt cgaagatggt 
1020 

gatgcccgga tccgttccca ttcctggctt 
1080 

gtgggtcagt gggtacgcat ggagaacgtg 
1140 

gatgagctct acctcaacgg agccagcgtg 
1200 


140 


tggtgaaggg cgcggggccg ggcacggcgt 
ggctgcaggc acctcagagc ccgggacacc 
ctgatcttag tggggggcta tgggacgcgg 
ccactggtgg acttctgcaa taagcccatc 
gcaggcgtgg accacgtgat cctggccgtg 
atgaaggcac aggagcagag gctgggaatc 
ttggggacag ctgggcccct ggcgctggcc 
ttcttcgtcc tcaacagtga cgtgatctgc 
caccggcacc atggccagga gggctccatc 
tacggtgtgg tggtgtgtga ggctgacaca 
caggtgtttg tgtccaataa gatcaacgca 
cggcgcatcc agctgcagcc tacgtccatt 
gaggggcagc tatatgccat ggagttacag 
gacttcctca ctggcatgtg cctcttcctg 
ctgtgctcag gccctggcat tgtgggcaac 
cagaactgca gcattggccc caatgtgagc 
gtgtgtatcc ggcggtgcac ggtgctgcgg 
gagtcctgca ttgtgggctg gcgctgccgc 
acagtgctgg gtgaggacgt catagttaat 
ctgccccaca agtctattgg cgagtcagtg 
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ccagagcctc gtatcatcat gtgaggggat gcagtggggc tggccgagcc ccggttttcc 
1260 

catcagcaag gggagtgctg gcctgacaca tcagaagacc ctggacttgt cattatttgt 
1320 

ctggggggca ctgggtgaag ctgaagctgt tggacacctg ccttctcatg tggacatcat 
1380 

ctggcaggat ccctgctggg cacaccccac aaaccccact ccctcaagaa gggccagggc 
1440 

cagggctgta tggaataata atttaatgct cactgtgaaa aaaaaaaaaa aaaaaaaaaa 
1500 

aaaaaaaaaa aa 
1512 


<210> 3042 
<211> 360 
<212> PRT 

<213 > Homo sapiens 
<4 00> 3042 

Met Lys Ala Leu He Leu Val Gly 
1 5 

Leu Thr Leu Ser Thr Pro Lys Pro 
20 

lie Leu Leu His Gin Val Glu Ala 
35 40 

Val lie Leu Ala val Ser Tyr Met 
50 55 

Lys Ala Gin Glu Gin Arg Leu Gly 
65 70 

Glu Glu Pro Leu Gly Thr Ala Gly 
85 

Leu Ser Glu Thr Ala Asp Pro Phe 
100 

Cys Asp Phe Pro Phe Gin Ala Met 
115 120 

Gin Glu Gly Ser lie Leu Val Thr 
130 135 

Gly Val Val Val Cys Glu Ala Asp 
145 150 

Glu Lys Pro Gin Val Phe Val Ser 
165 

lie Leu Ser Pro Ala Val Leu Arg 
• 180 

lie Glu Lys Glu Val Phe Pro lie 
195 200 

Ala Met Glu Leu Gin Gly Phe Trp 
210 215 

Phe Leu Thr Gly Met Cys Leu Phe 
225 230 

Pro Glu Arg Leu Cys Ser Gly Pro 
245 

Asp Pro Ser Ala Arg lie Gly Gin 
260 

Ser Leu Gly Pro Gly Val Val Val 


Gly Tyr Gly Thr Arg Leu Arg Pro 
10 15 

Leu Val Asp Phe Cys Asn Lys Pro 
25 30 

Leu Ala Ala Ala Gly Val Asp His 
45 

Ser Gin Val Leu Glu Lys Glu Met 
60 

lie Arg, lie Ser Met Ser His Glu 
75 80 
Pro Leu Ala Leu Ala Arg Asp Leu 
90 95 

Phe Val Leu Asn Ser Asp Val lie 
105 HO 

Val Gin Phe His Arg His His Gly 
125 

Lys Val Glu Glu Pro Ser Lys Tyr 
140 

Thr Gly Arg lie His Arg Phe Val 
155 ISO 

Asn Lys lie Asn Ala Gly Met Tyr 
170 175 

Arg He Gin Leu Gin Pro Thr Ser 
185 190 

Met Ala Lys Glu Gly Gin Leu Tyr 
205 

Met Asp lie Gly Gin Pro Lys Asp 
220 

Leu Gin Ser Leu Arg Gin Lys Gin 
235 240 

Gly lie Val Gly Asn Val Leu Val 
250 255 

Asn Cys Ser lie Gly Pro Asn Val 
265 270 

Glu Asp Gly Val Cys lie Arg Arg 
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275 





280 





285 




Cys 

Thr 

Val 

Leu 

Arg 

Asp 

Ala 

Arg 

lie 

Arg 

Ser 

His 

Ser 

Trp 

Leu 

Glu 


290 





295 





300 





Ser 

Cys 

He 

Val 

Gly 

Trp 

Arg 

Cys 

Arg 

Val 

Gly 

Gin 

Trp 

Val 

Arg 

Met 

305 





310 





315 





320 

Glu 

Asn 

Val 

Thr 

Val 

Leu 

Gly 

Glu 

Asp 

Val 

lie 

val 

Asn 

Asp 

Glu 

Leu 





325 





330 





335 


Tyr 

Leu 

Asn 

Gly 

Ala 

Ser 

Val 

Leu 

Pro 

His 

Lys 

Ser 

lie 

Gly 

Glu 

Ser 




340 





345 





350 



Val 

Pro 

Glu 

Pro 

Arg 

lie 

lie 

Met 











355 





360 










<2 10> 3043 
<2 11> 394 
<212> DNA 

<213> Homo sapiens 
<4 00> 3043 

agatctcctt ggatctggag gccctggctt tcagccagag gcagggggag aaagatgatg 
60 

tctcatgatg ccagcgcttc ctcttcactg gcgtctgacc caggagcagt ccagaatcag 
120 

cttctctgac ctcactccaa ctcacgtgtc tttgacactt taagggactt cctgttttag 
180 

ggtcttctgg ctgggtgtca ttgaatgggc agtgattctc taactttaga ctgatgttcc 
240 

ccagcctttg tttggggact cggaggcaga gtagacagtt acccttaccc ctgggttggg 
300 

gagggtcata ttcctggtat ccccaggagg tcaacagggg cttcattttt ctgagggact 
360 

agagggtctt gtggagctcc tgggacagag atct 
394 

<210> 3044 
<211> 115 
<212> PRT 

<213> Homo sapiens 
<400> 3044 


Met 

Lys 

Pro 

Leu 

Leu 

Thr 

Ser 

Trp 

Gly 

Tyr 

Gin 

Glu 

Tyr 

Asp 

Pro 

Pro 

1 



5 





10 





15 


Gin 

Pro 

Arg 

Gly 

Lys 

Gly 

Asn 

Cys 

Leu 

Leu 

Cys 

Leu 

Arg 

Val 

Pro 

Lys 




20 





25 





30 



Gin Arg 

Leu 

Gly 

Asn 

lie 

Ser 

Leu 

Lys 

Leu 

Glu 

Asn 

His 

Cys 

Pro 

Phe 



35 





40 





45 




Asn Asp 

Thr 

Gin 

Pro 

Glu 

Asp 

Pro 

Lys 

Thr 

Gly 

Ser 

Pro 

Leu 

Lys 

Cys 


50 





55 





60 





Gin Arg 

His 

Val 

Ser 

Trp 

Ser 

Glu 

Val 

Arg 

Glu 

Ala 

Asp 

Ser 

Gly 

Leu 

65 





70 





75 





80 

Leu 

Leu 

Gly 

Gin 

Thr 

Pro 

Val 

Lys 

Arg 

Lys 

Arg 

Trp 

His 

His 

Glu 

Thr 





85 





90 





95 


Ser 

Ser 

Phe 

Ser 

Pro 

Cys 

Leu 

Trp 

Leu 

Lys 

Ala 

Arg 

Ala 

Ser 

Arg 

Ser 




100 





105 





110 



Lys 

Glu 

lie 








- 
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115 

<210> 3045 

<211> 605 

<212> DNA 

<213> Homo sapiens 

<4 00> 3045 

nnggatcctt gtcgtagtct tgcaggagaa aattgctgcc tttgatagct gtactttcac 
60 

gaagaaattc tttgttacaa gctgctatcc atgtccaggg ccaaacatga atcctattgc 
120 

tcttgggagc cgctggcttg cttatgcaga aaacaagttg attcgatgtc atcagtcccg 
180 

tggtggagce tgtggagaca acattcagtc ttatactgcc acagtcatta gtgctgctaa 
240 

aacattgaaa agtggcctga caatggtagg gaaagtggtg actcagctga caggcacact 
300 

gccttcaggt gtgacagaag atgatgttgc catccacagt aattcacggc ggagtccttt 
360 

ggtcccaggc atcatcacag ttattgacac cgaaaccgtg gagagggcca ggtgtttgtg 
420 

agtgaggatc ttgacagtga tggcattgtg gcccacttcc ctgcccatga gaagccagtg 
480 

tgctgcatgg cttttaatac aagtggaatg cttctagtca caacagacac ccttggccat 
540 

gactttcatg tcttccaaat tctgactcat ccttggtcct catctacgga gagacgacaa 
600 
cgcgt 
605 


<210> 3046 
<2 11> 72 
<212> PRT 

<213 > Homo sapiens 
<4 00> 3046 

His Arg Asn Arg Gly Glu 
1 5 

Ser Asp Gly lie Val Ala 
20 

Cys Met Ala Phe Asn Thr 
35 

Leu Gly His Asp Phe His 
50 ' 

Ser Ser Thr Glu Arg Arg 
65 70 


Gly Gin Val Phe Val Ser Glu Asp Leu Asp 
10 15 

His Phe Pro Ala His Glu Lys Pro Val Cys 
25 30 

Ser Gly Met Leu Leu Val Thr Thr Asp Thr 
40 45 

Val Phe Gin He Leu Thr His Pro Trp Ser 
55 60 
Gin Arg 


<210> 3047 

<211> 391 

<212> DNA 

<213 > Homo sapiens 


<400> 3047 
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attttggagg agaggaagaa tgaaatgacc caagtcatta cccgaaccca agaggagaaa 
60 

ctggaacatg tccgtgctct gatcaaaaag tattctgatc atttggagaa cgtctcaaag 
120 

ttggttgagt caggaattca gtttatggat gagccagaaa tggcagtgtt tctgcagaat 
180 

gccaaaaccc tgctaaaaaa aatctcggaa gcatcaaagg catttcagat ggagaaaata 
240 

gaacatggct atgagaacat gaaccacttc acagtcaacc tcaatagaga agaaaagata 
300 

atacgtgaaa ttgactttta cagagaagat gaagatgaag aagaagaaga aggcggagaa 
360 

ggagaaaaag aagagaagga gaagtgggag a 


391 

<210> 3048 
< 211 > 122 
<212> PRT 

<213 > Homo sapiens 


<400> 3048 


Met 

Thr 

Gin 

Val 

lie 

Thr 

Arg 

Thr 

1 




5 




Arg 

Ala 

Leu 

He 

Lys 

Lys 

Tyr 

Ser 




20 





Leu 

Val 

Glu 

Ser 

Gly 

lie 

Gin 

Phe 



35 





40 

Phe 

Leu 

Gin 

Asn 

Ala 

Lys 

Thr 

Leu 


50 





55 


Lys 

Ala 

Phe 

Gin 

Met 

Glu 

Lys 

lie 

65 





70 



His 

Phe 

Thr 

Val 

Asn 

Leu 

Asn 

Arg 





85 




Asp 

Phe 

Tyr 

Arg 

Glu 

Asp 

Glu 

Asp 




100 





Gly 

Glu 

Lys 

Glu 

Glu 

Lys 

Glu 

Lys 



115 





120 


<210> 3049 
<211> 599 
<212> DNA 

<213 > Homo sapiens 


Gin 

Glu 

Glu 

Lys 

Leu 

Glu 

His 

Val 


10 





15 


Asp 

His 

Leu 

Glu 

Asn 

Val 

Ser 

Lys 

25 





30 



Met 

Asp 

Glu 

Pro 

Glu 

Met 

Ala 

Val 





45 




Leu 

Lys 

Lys 

lie 

Ser 

Glu 

Ala 

Ser 




60 





Glu 

His 

Gly Tyr 

Glu 

Asn 

Met 

Asn 



75 





80 

Glu 

Glu 

Lys 

He 

lie 

Arg 

Glu 

lie 


90 





95 


Glu 

Glu 

Glu 

Glu 

Glu Gly 

Gly 

Glu 

105 





110 



Trp 

Glu 








<400> 3049 
ngttgtcctc 
60 

tttcagatgt 

120 

tttccttctc 

180 

tcgatattgt 

240 

ttctactgtg 

300 


ctcaccttca 

tcctggttcg 

tgaacgaaag 

acctggaagg 

tcagtagaga 


cccaaatctt 

ccgggacagc 

ctcggccgag 

ctcggctctt 

cttactgccc 


taattcacgg 

agctcgaagc 

gtgctcgaat 

gtgtttgagg 

ttcacactgc 


agctgcatcc 

agctggtgct 

acaccattaa 

acatcttcag 

ggctacccca 


ccttctttgg 

ctgtgtccac 

ggaagaaaag 

attgattgcg 

ggccatcctt 
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gaggccagca gcttcacgga ccttgagacc atcgccaacc tgggtctggg tttctgggac 
360 

tcctcgctga atcctccaca agaaagaggg aagccagcag agcccccaag agaccgggcc 
420 

cccggattcc ccctagtctc cagcctcagg cccacagccc atgacgcaaa ctgtgcctgt 
480 

gaaatcgagc tgtcggtagg aaatgaccgc ctgtggtttg tgaatcctat tttcatcgag 
540 

gactgcagca gcgccctgcc caccgaccag ccacctcttg gaaattgccc ttcacgcgt 
599 

<210> 3050 
<211> 177 
<212> PRT 

<213> Homo sapiens 


<4 00> 3050 


Met 

Phe 

Leu 

Val 

Arg 

Arg 

Asp 

Ser 

Ser 

Ser 

Lys 

Gin 

Leu 

Val 

Leu 

Cys 

1 




5 





10 





15 


Val 

His 

Phe 

Pro 

Ser 

Leu 

Asn 

Glu 

Ser 

Ser 

Ala 

Glu 

Val 

Leu 

Glu 

Tyr 




20 





25 





30 



Thr 

He 

Lys 

Glu 

Glu 

Lys 

Ser 

lie 

Leu 

Tyr 

Leu 

Glu 

Gly 

Ser 

Ala 

Leu 



35 





40 





45 




Val 

Phe 

Glu 

Asp 

lie 

Phe 

Arg 

Leu 

lie 

Ala 

Phe 

Tyr 

Cys 

Val 

Ser 

Arg 


50 





55 





60 





Asp 

Leu 

Leu 

Pro 

Phe 

Thr 

Leu 

Arg 

Leu 

Pro 

Gin 

Ala 

lie 

Leu 

Glu 

Ala 

65 





70 





75 





80 

Ser 

Ser 

Phe 

Thr 

Asp 

Leu 

Glu 

Thr 

lie 

Ala 

Asn 

Leu 

Gly 

Leu 

Gly 

Phe 





85 





90 





95 


Trp 

Asp 

Ser 

Ser 

Leu 

Asn 

Pro 

Pro 

Gin 

Glu 

Arg Gly 

Lys 

Pro 

Ala 

Glu 



100 





105 





110 



Pro 

Pro 

Arg 

Asp 

Arg 

Ala 

Pro 

Gly 

Phe 

Pro 

Leu 

Val 

Ser 

Ser 

Leu 

Arg 



115 





120 





125 




Pro 

Thr 

Ala 

His 

Asp 

Ala 

Asn 

Cys 

Ala 

Cys 

Glu 

lie 

Glu 

Leu 

Ser 

Val 


130 





135 





140 





Gly Asn 

Asp 

Arg 

Leu 

Trp 

Phe 

Val 

Asn 

Pro 

lie 

Phe 

lie 

Glu 

Asp 

Cys 

145 





150 





155 





160 

Ser 

Ser 

Ala 

Leu 

Pro 

Thr 

Asp 

Gin 

Pro 

Pro 

Leu 

Gly 

Asn 

Cys 

Pro 

Ser 





165 





170 





175 



Arg 


<210> 3051 
<211 > 820 
<212> DNA 

<213> Homo sapiens 
<400> 3051 

nattcggcac gacggcatca agtctgggaa gaaacccacc cagagggctt cgctgatcat 
60 

agacgatgga aacattgcca gtgaagacag ctccctctca gatgcccttg ttcttgagga 
120 

tgaagactct caggttacca gcacaatatc ccccctacat tctcctcaca agggactccc 
180 
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tcctcggcca ccgtcgcaca acaggcctcc tcctccccag tccctggagg gactccgaca 
240 

gatgcactat caccgncaac gactatgaca agtcacccat caagcccaaa atgtggagtg 
300 

agtcctcttt agatgaaccc tatgagaagg tcaagaagcg ctcctctcac agccattcca 
360 

gcagccacaa gcgcttcccc agcacaggaa gctgtgcgga agccggcgga ggaagcaact 
420 

ccttgcagaa cagccccatc cgcggcctcc cgcactggaa ctcccagtcc agcatgccgt 
480 

ccacgccaga cctgcgggtc cggagtcccc actacgtcca ttccacgagg tcggtggaca 
54 0 

tcagccccac ccgactgcac agcctcgcac tgcactttag gcaccggagc tccagcctgg 
600 

agtcccaggg caagctcctg ggctcggaaa acgacaccgg gagccccgacr ttctacaccc 
660 

cgcggactcg tagcagcaac ggctcagacc ccatggacga ctgctcgtcg tgcaccagcc 
720 

actcgagctc ggagcactac tacccggcgc agatgaacgc caactactcc acgctggccg 
780 

aggactcgcc gtccaaggcg cggctgcatg gatattcgac 
820 

<210> 3052 
<211> 62 
<212> PRT 

<213 > Homo sapiens 
<400> 3052 

Arg Leu Ser Gly Tyr Gin His Asn He Pro Pro Thr Phe Ser Ser Gin 
15 10 15 

Gly Thr Pro Ser Ser Ala Thr Val Ala Gin Gin Ala Ser Ser Ser Pro 
20 25 30 

Val Pro Gly Gly Thr Pro Thr Asp Ala Leu Ser Pro Xaa Thr Thr Met 
35 40 45 

Thr Ser His Pro Ser Ser Pro Lys Cys Gly Val Ser Pro Leu 
50 55 60 

<210> 3053 
<211> 2625 
<212> DNA 

<213> Homo sapiens 
<400> 3053 

agtggctgnt cagaacatac atctntcatg ctttcattgt ctcaccaaga gaagccagaa 
60 

gagcctccga catctaatga atgcttagaa gatataaccg taaaagatgg actttctctc 
120 

cagtttaaaa gatttagaga aactgtacca acttgggata caataagaga tgaagaagat 
180 

gttcttgatg agctcttgca gtatttgggt gttactagtc ctgaatgctt acagagaact 
240 

ggaatctcac ttaatattcc tgctccacaa cctgtgtgca tttctgaaaa acaagaaaat 
300 


\ 
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gatgttatta atgctatcct taagcaacat acagaagaaa aagaatttgt tgagaagcac 
360 

tttaatgact taaacatgaa agctgtggaa caagatgaac caatacctca aaaacctcag 
420 

tcagcatttt attattgcag attgcttctt agtatattgg gaatgaattc ctgggacaaa 
480 

cggaggagct ttcatctcct gaagaaaaat gaaaagctac ttagagaact taggaacttg 
540 

gattcaaggc agtgccgaga gacacacaag attgcagtat tttatgttgc tgaaggacaa 
600 

gaagacaaac actccattct caccaataca ggaggaagtc aagcatatga agattttgta 
660 

gctggtcttg gttgggaggt aaatcttaca aaccattgtg gttttatggg aggactacaa 
720 

aaaaacaaaa gcactggatt gaccactcca tattttgcta cctctacagt agaggtaata 
780 

tttcacgtgt caacaagaat gccttctgat tctgatgatt ctttgaccaa aaaattgaga 
640 

catttgggaa atgatgaagt gcacattgtt tggtcagagc atactagaga ctacaggaga 
900 

ggaattattc ccacagaatt tggtgatgtc cttattgtaa tatatccaat gaaaaatcac 
960 

atgttcagta ttcagataat gaaaaaacca gaggttccct ’tctttggtcc cctttttgat 
1020 

ggtgctattg tgaatggaaa ggttctaccc attatggtta gagcaacagc tataaatgca 
1080 

agccgtgctc tgaaatctct gattccattg tatcaaaact tctatgagga gagagcacga 
1140 

tacctgcaaa caattgtcca gcaccactta gaaccaacaa catttgaaga ttttgcagca 
1200 

caggtttttt ctccagctcc ctaccaccat ttaccatctg atgccgatca ttaaatatca 
1260 

gttctgttta tctgaaggct cctacccaga gattctaccc agtgaaactc ccacagcaac 
1320 

gcaggtagat ggggctgacc tggcctctcc aatgtctcct cgaactagca aaagccgcat 
1380 

gtccatgaag ctgcgtcgtt cctctggctc agccaataaa tcctaaggag acaagcagcc 
1440 

cagcagtgat cagcagtagc caccttagca cgaacatagg gttaaccctt tcaggccttc 
1500 

atgtctgcca taacatgcat gtttcttcct gtacatttat ttgagaaaac actggattta 
1560 

aataatttta aataatttgt agcttaatat taaagattta agttatttat tgtttcattt 
1620 

tttttcccac aatccaagct gccatatttt gagggcaggg ggagttttat tctacaccct 
1680 

ttaccttcct agataattat gtctaagtag ttttatcttt aatttcatgg ttaactgtga 
1740 

gccaaaatac aattggacaa ttagtctcat tatttattgt gccccattgc aactttatgg 
1800 

ttcaataaat atataatttt ttacaaatgt aaaattttac atttaagcat ttgtaaagtt 
1860 

acagcaaaag atgtacctgt taatacacag aatgtgtaca gattatttgt tatgacaata 
1920 
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aaacactcaa aataaatggt ctttagcatc tcaaattcca actgaaatca ttttagtatt 
1980 

aactcttctt cccaaagcaa tgtctcattt cttggctgtg caggtgatgc catgttatat 
2040 

ccaataacta gaaaaatcac tgtgctgaac ttttatgttt agcttccaag tatttttcta 
2100 

atgttttgca tttcaagtgg tatcactgtt aaatgccatt tgttttcaga ttgtggcctt 
2160 

ttattattgg ctgctagatc ctggtgtttc tatgttcttt tttaagcacc aaaaagaaga 
2220 

tggggaagaa aagaaggaaa attttctgat ataaatatgt tgttcaaatt atgagtatta 
2280 

tttaaaaaag aaaaaggaac ataacccagg agtctaagtt aaatctaata ttgttaatac 
2340 

tgaacttgca ggtccaggtt ggtatacatt ccaccctcta gaagtatttt cttacagtag 
2400 

ataagctgct cacattttgt tttgaatggg catctcctga ggaaatgtag catgacattg 
2460 

gtactaactg catgtgtaaa tacatcatac tggcaaaccg taaaatataa attatgtatc 
2520 

atcattcatg tagtatctat aatttgtaac agtggggggg aaagatgaca tggtatttaa 
2580 

taatacaata aaaatattct tatcacttcc taaaaaaaaa aaaaa 
2625 

<210> 3054 

<211> 417 

<212 > PRT 

<213> Homo sapiens 


<400> 3054 


Ser Gly 

Xaa 

Ser 

Glu 

His 

Thr 

Ser 

Xaa 

Met 

Leu 

Ser 

Leu 

Ser 

His 

Gin 

1 




5 





10 





15 


Glu 

Lys 

Pro 

Glu 

Glu 

Pro 

Pro 

Thr 

Ser 

Asn 

Glu 

Cys 

Leu 

Glu 

Asp 

lie 



20 





25 





30 



Thr 

Val 

Lys 

Asp 

Gly 

Leu 

Ser 

Leu 

Gin 

Phe 

Lys 

Arg 

Phe 

Arg 

Glu 

Thr 



35 





40 





45 




Val 

Pro 

Thr 

Trp 

Asp 

Thr 

lie 

Arg 

Asp 

Glu 

Glu 

Asp 

Val 

Leu 

Asp 

Glu 


50 





55 





60 





Leu 

Leu 

Gin 

Tyr 

Leu 

Gly 

Val 

Thr 

Ser 

Pro 

Glu 

Cys 

Leu 

Gin 

Arg 

Thr 

65 





70 





75 





80 

Gly 

He 

Ser 

Leu 

Asn 

lie 

Pro 

Ala 

Pro 

Gin 

Pro 

Val 

Cys 

lie 

Ser 

Glu 





85 





90 





95 


Lys 

Gin 

Glu 

Asn 

Asp 

Val 

lie 

Asn 

Ala 

lie 

Leu 

Lys 

Gin 

His 

Thr 

Glu 




100 





105 





110 



Glu 

Lys 

Glu 

Phe 

Val 

Glu 

Lys 

His 

Phe 

Asn 

Asp 

Leu 

Asn 

Met 

Lys 

Ala 



115 





120 





125 




Val 

Glu 

Gin 

Asp 

Glu 

Pro 

lie 

Pro 

Gin 

Lys 

Pro 

Gin 

Ser 

Ala 

Phe 

Tyr 


130 





135 





140 





Tyr 

Cys 

Arg 

Leu 

Leu 

Leu 

Ser 

lie 

Leu 

Gly 

Met 

Asn 

Ser 

Trp 

Asp 

Lys 

145 





150 





155 





160 

Arg Arg 

Ser 

Phe 

His 

Leu 

Leu 

Lys 

Lys 

Asn 

Glu 

Lys 

Leu 

Leu 

Arg 

Glu 





165 





170 





175 


Leu Arg 

Asn 

Leu 

Asp 

Ser 

Arg 

Gin 

Cys 

Arg 

Glu 

Thr 

His 

Lys 

lie 

Ala 


2274 



WO 00/58473 


PCT/US00/08621 





180 





185 





190 



Val 

Phe 

Tyr 

Val 

Ala 

Glu 

Gly 

Gin 

Glu 

Asp 

Lys 

His 

Ser 

lie 

Leu 

Thr 



195 





200 





205 




Asn 

Thr 

Gly Gly 

Ser 

Gin 

Ala 

Tyr 

Glu 

Asp 

Phe 

Val 

Ala 

Gly 

Leu Gly 


210 





215 





220 





Trp Glu 

Val 

Asn 

Leu 

Thr 

Asn 

His 

Cys 

Gly 

Phe 

Met 

Gly 

Gly 

Leu 

Gin 

225 





230 





235 





240 

Lys 

Asn 

Lys 

Ser 

Thr 

Gly 

Leu 

Thr 

Thr 

Pro Tyr 

Phe 

Ala 

Thr 

Ser 

Thr 





245 





250 





255 


Val 

Glu 

Val 

lie 

Phe 

His 

Val 

Ser 

Thr 

Arg 

Met 

Pro 

Ser 

Asp 

Ser 

Asp 




260 





265 





270 



Asp Ser 

Leu 

Thr 

Lys 

Lys 

Leu 

Arg 

His 

Leu Gly 

Asn 

Asp 

Glu 

Val 

His 



275 





280 





285 




lie 

Val 

Trp 

Ser 

Glu 

His 

Thr 

Arg 

Asp 

Tyr Arg 

Arg 

Gly 

lie 

lie 

Pro 


290 





295 





300 





Thr 

Glu 

Phe 

Gly 

Asp 

Val 

Leu 

lie 

Val 

lie 

Tyr 

Pro 

Met 

Lys 

Asn 

His 

305 





310 





315 





320 

Met 

Phe 

Ser 

He 

Gin 

lie 

Met 

Lys 

Lys 

Pro 

Glu 

Val 

Pro 

Phe 

Phe 

Gly 





325 





330 





335 


Pro 

Leu 

Phe 

Asp 

Gly 

Ala 

lie 

val 

Asn 

Gly Lys 

Val 

Leu 

Pro 

lie 

Met 




340 





345 





350 



Val 

Arg 

Ala 

Thr 

Ala 

lie 

Asn 

Ala 

Ser 

Arg 

Ala 

Leu 

Lys 

Ser 

Leu 

lie 



355 





360 





365 




Pro 

Leu 

Tyr 

Gin 

Asn 

Phe 

Tyr 

Glu 

Glu 

Arg 

Ala 

Arg 

Tyr 

Leu 

Gin 

Thr 


370 





375 





380 





lie 

Val 

Gin 

His 

His 

Leu 

Glu 

Pro 

Thr 

Thr 

Phe 

Glu 

Asp 

Phe 

Ala 

Ala 

385 





390 





395 





400 

Gin 

Val 

Phe 

Ser 

Pro 

Ala 

Pro 

Tyr 

His 

His 

Leu 

Pro 

Ser 

Asp 

Ala 

Asp 





405 





410 





415 



His 


<210> 3055 
<211> 905 
<212> DNA 
<213> Homo sapiens 

<4 00> 3055 

tgtacaggcc cgagctgtgt tctaccccct cttagggttg ggaggagctg tgaacatgtc 
60 

ctatcgaacc ctctacatcg ggacaggagc tgacatggat gtgtgcctta caaactatgg 
120 

tcactgtaac tacgtgtccg ggaaacatgc ctgcatattc tacgatgaga ataccaaaca 
180 

ttatgagctg ttaaactaca gtgagcatgg gacaacggtg gacaatgtgc tgtattcatg 
240 

tgacttctcg gagaagaccc cgccaacccc cccaagcagt attgttgcca aagtgcagag 
300 

tgtcatcagg cgccgccggc accagaaaca ggacgaagag ccaagtgagg aggcagccat 
360 

gatgagttcc caggcccagg ggccgcagcg gagaccctgc aattgcaaag ccagcagctc 
420 

gagcttgatt gggggcagtg gggccggctg ggagggcaca gccttactgc accatggcag 
480 
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ctacatcaag ctgggctgcc tgcagtttgt cttcagcatc actgagtttg cgaccaaaca 
540 

gcccaaaggc gatgccagcc tgctgcagga tggggtcttg gccgagaagc tctctctcaa 
600 

gccccaccag ggccctgtgc tgcgctccaa ctctgttcct taggactggc ggctaccccg 
66 0 

ccactggcct gtacacccac ccaagactcc tgcaatgcaa aaatgtacac aaaccaagcc 
720 

cgggtgtttt ctatactcta ccagaaaccc ttcaactaca atctttgcat gaaatgaaga 
780 

aaaccttttg actgtttttt aaaaatcctt tttcttttct caagttctag ggggcatttg 
840 

cacatatatt tgtactcaac atttcatggg aaagcggcag acctgagctg aggaacagcg 


900 

tgggc 

905 

<210> 3056 
<211> 195 
<212> PRT 

<213 > Homo sapiens 


<400> 3056 


Met 

Ser 

Tyr 

Arg 

Thr 

Leu 

Tyr 

lie 

1 




5 




Cys 

Leu 

Thr 

Asn 

Tyr 

Gly 

His 

Cys 




20 





Cys 

He 

Phe 

Tyr 

Asp 

Glu 

Asn 

Thr 



35 





40 

Ser 

Glu 

His 

Gly 

Thr 

Thr 

Val 

Asp 


50 





55 


Ser 

Glu 

Lys 

Thr 

Pro 

Pro 

Thr 

Pro 

65 





70 



Gin 

Ser 

Val 

lie 

Arg 

Arg 

Arg 

Arg 





85 




Ser 

Glu 

Glu 

Ala 

Ala 

Met 

Met 

Ser 




100 





Arg 

Pro 

Cys 

Asn 

Cys 

Lys 

Ala 

Ser 



115 





120 

Gly Ala 

Gly 

Trp 

Glu 

Gly 

Thr 

Ala 


130 





135 


Lys 

Leu 

Gly 

Cys 

Leu 

Gin 

Phe 

Val 

145 





150 



Lys 

Gin 

Pro 

Lys 

Gly 

Asp 

Ala 

Ser 





165 




Glu 

Lys 

Leu 

Ser 

Leu 

Lys 

Pro 

His 




180 





Ser 

Val 

Pro 







195 

<210> 3057 
<211> 2169 
<212 > DNA 

<213 > Homo sapiens 


Gly 

Thr 

Gly 

Ala 

Asp Met Asp 

Val 


10 




15 


Asn 

Tyr 

Val 

Ser 

Gly Lys 

His 

Ala 

25 




30 



Lys 

His 

Tyr 

Glu 

Leu Leu 

Asn 

Tyr 





45 



Asn 

Val 

Leu 

Tyr 

Ser Cys 

Asp 

Phe 




60 




Pro 

Ser 

Ser 

lie 

Val Ala 

Lys 

val 



75 




80 

His 

Gin 

Lys 

Gin 

Asp Glu 

Glu 

Pro 


90 




95 


Ser 

Gin 

Ala 

Gin 

Gly Pro 

Gin 

Arg 

105 




110 



Ser 

Ser 

Ser 

Leu 

He Gly Gly 

Ser 





125 



Leu 

Leu 

His 

His 

Gly Ser 

Tyr 

lie 




140 




Phe 

Ser 

lie 

Thr 

Glu Phe 

Ala 

Thr 



155 




160 

Leu 

Leu 

Gin Asp 

Gly Val 

Leu 

Ala 


170 




175 


Gin 

Gly 

Pro 

Val 

Leu Arg 

Ser 

Asn 

185 




190 
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<400> 3057 

nnacgcgtgg aggtcgtgag 
60 

acgacgctgc ctcctgggcg 
120 

gtgacatcct tcgagggcaa 
180 

cggccctggg tcccagcacg 
240 

atcaacacgc cagccctgct 
300 

tggtactgta accgtggcct 
360 

ccaggagagg tcatccctgt 
420 

cctcgggcag ccgtggtgca 
480 

cgggcagtgg tggccagcct 
540 • 

cagggccggg cactgcggat 
600 

cacgtggact acgcactcaa 
660 

gagctgccac tggtgatcgg 
720 

gtgggcagcc acgccagctt 
780 

gaggctcctc ctgagtactc 
840 

agccccttcc cgcttccgca 
900 

atccaagagt tccgctaccg 
960 

ttgggggaca tgaggccgcg 
1020 

caaggttgca caccagcttt 
1080 

acctccccga ctgcatcaaa 
1140 

gatatcacat gggacagagg 
1200 

ttgtgaggca ttgaatgccc 
1260 

agccaattgg tggtgctgga 
1320 

catagacagt tccagcatca 
1380 

caggaagcag agaaggcgtc 
1440 

ataggagctc agcaggcaga 
1500 

acgtttggaa tccaccccgt 
1560 


ccaccgcgcc acgctcctgg 
ccatgagttc ctgttcagct 
acacggtagt gtccgctact 
ccgggcaagg aaggtgttca 
ggcacctcaa gcgggggctc 
agtctccctt tcggccaaga 
ctttgccgag atcgacaacg 
gacacagacg ttcatggccc 
cgcgggcgag ccggtgggcc 
ccccccagtg ggtccttcca 
ggtctgtgtg gatatcccag 
caccattccc ttgcaccctt 
cctgctggac tggaggctgg 
ggaggtggta gccgacactg 
ggaccccgac atgagccttg 
cccgccaccc ctgtactctg 
ctgcatgact tgctgaacgg 
cagccaccat gactgtgggg 
gttggggaac caagtctcag 
aagagcccgg ctggaatctg 
agtgcagtat ccgagagact 
atcccctagg agccttcagt 
cagaaccaga agaagagacc 
cttgcggaaa gggcatttta 
cgaatgagga ataaaggtca 
ttattgtaga actgggggtt 


cgccagatac cggggagacc 
tccagctgcc cccgaccctg 
gtatcaaggc caccctgcac 
ctgtcatcga gcctgtggac 
gggaaaaggt tgcccgatcc 
tcgaccgcaa gggctacacc 
gctccacacg tcctgtgctg 
gaggcgcccg aaagcagaaa 
ccgggcagcg ggcgctgtgg 
tcctgcactg ccgcgttcta 
gaacgtccaa gctgctgctg 
ttggcagccg ttcctccagc 
gggccttgcc ggagcggcct 
aggaggcagc cttggggcag 
aaggcccgtt cttcgcctac 
aggaggatcc aaacccactc 
cacagggacc cctcgaggaa 
agtggctgga ccaagggctg 
agtgaggcgg gggcctttcg 
acttacctgg accgctgtcc 
gtttaataac ctgtcttccc 
ctgggagaaa cagagccaga 
tgcaactgtg agagtccaga 
gctgaggctt tggagtacga 
gagaaggtca gagctgagtg 
cagagggcag gtgcctcaga 
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gttgaggcca cacagtgagg tctggtgggt gaaaggaccc aggaacgagg cgttcaggaa 
1620 

agcaggttgt cagagctatg tggagtctgt gggtggcagg ggcagccgct ccagcctttg 
1680 

aagactttga aagccagaga ttcctggcgc aggcttggac ttcctgggag ctcctccaag 
1740 

tacccagggg catcagagct gcctgggtgt tacatggccc agggaaccca ggttcagggt 
1800 

aggacaggca agaccagata cccaatgtgc aaagtgaaaa cactgggctc cctgttaaac 
1860 

gatgaagaat tcaagacagt gacagcatta cgtcacccct ggggacagag gtcagcctaa 
1920 

ggtgacacac ggggactact gtgcttccgg aggctccctg tgtcctggag gagaaaagca 
1980 

ttagaggggg cagctggaca agctcccaac tgcagagtcc cagccctggc tggggcaggg 
2040 

ccccggcctg ggactcagca tttctgatat gccttaagaa ttcattctgt tttgtacaat 
2100 

tattttttaa aagtaaacgt gtggagaaag aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 
2160 

aaaaaaaaa 

2169 

<210> 3058 
<211> 298 
<212> PRT 

<213 > Homo sapiens 
<400> 3058 


Phe 

Gin 

Leu 

Pro 

Pro 

Thr 

Leu 

Val 

Thr 

Ser 

Phe 

Glu 

Gly 

Lys 

His 

Gly 

1 




5 





10 





15 


Ser 

Val 

Arg 

Tyr 

Cys 

lie 

Lys 

Ala 

Thr 

Leu 

His 

Arg 

Pro 

Trp 

Val 

Pro 




20 





25 





30 



Ala 

Arg 

Arg 

Ala 

Arg 

Lys 

Val 

Phe 

Thr 

Val 

lie 

Glu 

Pro 

Val 

Asp 

lie 



35 





40 





45 




Asn 

Thr 

Pro 

Ala 

Leu 

Leu 

Ala 

Pro 

Gin 

Ala 

Gly 

Ala 

Arg 

Glu 

Lys 

Val 


50 





55 





60 





Ala 

Arg 

Ser 

Trp 

Tyr 

Cys 

Asn 

Arg 

Gly 

Leu 

Val 

Ser 

Leu 

Ser 

Ala 

Lys 

65 





70 





75 





80 

He 

Asp 

Arg 

Lys 

Gly 

Tyr 

Thr 

Pro 

Gly 

Glu 

Val 

lie 

Pro 

Val 

Phe 

Ala 





85 





90 





95 


Glu 

lie 

Asp 

Asn 

Gly 

Ser 

Thr 

Arg 

Pro 

Val 

Leu 

Pro 

Arg" 

Ala 

Ala 

Val 




100 





105 





110 



Val 

Gin 

Thr 

Gin 

Thr 

Phe 

Met 

Ala 

Arg 

Gly 

Ala 

Arg 

Lys 

Gin 

Lys 

Arg 



115 





120 





125 




Ala 

Val 

Val 

Ala 

Ser 

Leu 

Ala 

Gly 

Glu 

Pro 

Val 

Gly 

Pro 

Gly 

Gin 

Arg 


130 





135 





140 





Ala 

Leu 

Trp 

Gin 

Gly 

Arg 

Ala 

Leu 

Arg 

lie 

Pro 

Pro 

Val 

Gly 

Pro 

Ser 

145 





150 





155 





160 

lie 

Leu 

His 

Cys 

Arg 

Val 

Leu 

His 

Val 

Asp 

Tyr 

Ala 

Leu 

Lys 

Val 

Cys 





165 





170 





175 


Val Asp 

lie 

Pro 

Gly 

Thr 

Ser 

Lys 

Leu 

Leu 

Leu 

Glu 

Leu 

Pro 

Leu 

Val 




180 





185 





190 



He Gly 

Thr 

lie 

Pro 

Leu 

His 

Pro 

Phe 

Gly 

Ser 

Arg 

Ser 

Ser 

Ser 

Val 
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195 200 205 

Gly Ser His Ala Ser Phe Leu Leu Asp Trp Arg Leu Gly Ala Leu Pro 
210 215 220 

Glu Arg Pro Glu Ala Pro Pro Glu Tyr Ser Glu Val Val Ala Asp Thr 

225 230 235 240 

Glu Glu Ala Ala Leu Gly Gin Ser Pro Phe Pro Leu Pro Gin Asp Pro 

245 250 255 

Asp Met Ser Leu Glu Gly Pro Phe Phe Ala Tyr lie Gin Glu Phe Arg 
260 265 270 

Tyr Arg Pro Pro Pro Leu Tyr Ser Glu Glu Asp Pro Asn Pro Leu Leu 
275 280 285 

Gly Asp Met Arg Pro Arg Cys Met Thr Cys 
290 295 

<210> 3059 

<211> 1411 

<212> DNA 

<213> Homo sapiens 

<400> 3059 

ntctagaacc aggaaggcgc tgagcttaaa ctgaagcaag ttcggtggac gccggcggcg 
60 

ccctgatcta aagaaacgac tcagggactg cggcgcttgc acgtcaacgg gaggtgtgag 
120 

cccaaaggtc tggacccaga aatgggacgt cggtcatcag atactgaaga agaaagcaga 
180 

agcaagagaa aaaagaaaca ccgtagacgg tcctcctcga gcagttcttc agatagtaga 
240 

acatacagcc gaaagaaagg aggaaggaaa tcaagatcaa agtcaagatc ttggtccaga 
300 

gatcttcagc ctcgttcaca ttcttatgat agaagacgca ggcatcgatc aagcagtagc 
360 

tcttcttatg gctccagaag gaaacgaagt cgaagtcgtt caaggggtcg agggaaatcc 
420 

tatagagttc agaggtctag gtcaaaaagc agaacaagaa ggtccaggtc aagacctcgt 
480 

ctccgttctc atagtcgtag cagtgaaagg tccagtcaca gaagaacgcg tagtcggtct 
540 

cgggatagag aacgacgtaa gggcagagat aaagagaaaa gagaaaagga gaaggataaa 
600 

gggaaggaca aggaattaca taacatcaaa cgtggggaat ctggaaacat caaagctgga 
660 

ttagaacatc tgccaccagc tgaacaggcc aaagccagac tacagctggt tcttgaagct 
720 

gctgcaaaag ctgatgaagc attgaaagcc aaagaaagaa atgaggaaga agcaaagaga 
780 

agaaaggagg aagaccaagc caccctggta gaacaagtaa aaagagtaaa agaaattgaa 
840 

gctattgaaa gtgattcttt tgttcagcag acattcagat caagtaaaga agtcaaaaag 
900 

tcagtggaac ctagtgaagt gaaacaagca acttcaacat caggaccagc atcagcagtt 
960 

gctgatccac ccagtactga aaaagaaata gatcctacca gcatccctac tgctatcaag 
1020 
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taccaagatg acaattccct ggcccatcca aatttattta tcgagaaagc tgatgctgag 
1080 

gaaaaatggt tcaagagatt aattgctctc cgacaagaaa gactaatggg cagtcctgtg 
1140 

gcctaagtaa tatacatata gttggattgg attgtcagca gtaacattgg aaatttaggt 
1200 

ttttaaatcc caatattaac tttttactct taaaaagaat tttgctgatt atatataaag 
1260 

gtagtctcat ttcatttgtc tctcatgtag gcttgaatat ttgttaattt gaattaaatc 
1320 

aaacattgta aaaattaaaa caaaatttaa gattgcatga aaatgttata ctgttaataa 
1380 

agctaaacat aaataagtct gttaaaaaaa a 


1411 

<210> 3060 
<211> 334 
<212 > PRT 

<213> Homo sapiens 


<400> 3060 


Met 

Gly 

Arg 

Arg 

Ser 

Ser Asp 

Thr 

l 




5 




Lys 

Lys 

Lys 

His 

Arg 

Arg Arg 

Ser 




20 





Arg 

Thr 

Tyr 

Ser 

Arg 

Lys 

Lys 

Gly 



35 





40 

Arg 

Ser 

Trp 

Ser 

Arg 

Asp 

Leu 

Gin 


50 





55 


Arg Arg 

Arg 

His 

Arg 

Ser 

Ser 

Ser 

65 





70 



Lys Arg 

Ser 

Arg 

Ser 

Arg 

Ser 

Arg 





85 




Gin Arg 

Ser 

Arg 

Ser 

Lys 

Ser 

Arg 




100 





Arg 

Leu 

Arg 

Ser 

His 

Ser 

Arg 

Ser 



115 





120 

Thr Arg 

Ser 

Arg 

Ser 

Arg Asp 

Arg 


130 





135 


Glu 

Lys 

Arg 

Glu 

Lys 

Glu 

Lys 

Asp 

145 





150 



Asn 

lie 

Lys 

Arg 

Gly 

Glu 

Ser 

Gly 





165 




Leu 

Pro 

Pro 

Ala 

Glu 

Gin 

Ala 

Lys 




180 





Ala 

Ala 

Ala 

Lys 

Ala 

Asp Glu 

Ala 



195 





200 

Glu 

Glu 

Ala 

Lys 

Arg 

Arg 

Lys 

Glu 


210 





215 


Gin 

Val 

Lys 

Arg 

Val 

Lys 

Glu 

He 

225 





230 



Val 

Gin 

Gin 

Thr 

Phe 

Arg 

Ser 

Ser 





245 




Pro 

Ser 

Glu 

Val 

Lys 

Gin 

Ala 

Thr 


Glu 

Glu 

Glu 

Ser 

Arg 

Ser 

Lys 

Arg 


10 





15 


Ser 

Ser 

Ser 

Ser 

Ser 

Ser Asp 

Ser 

25 





30 



Gly 

Arg 

Lys 

Ser 

Arg 

Ser 

Lys 

Ser 





45 




Pro 

Arg 

Ser 

His 

Ser 

Tyr^ Asp 

Arg 




60 





Ser 

Ser 

Ser 

Tyr 

Gly 

Ser 

Arg 

Arg 



75 





80 

Gly 

Arg Gly 

Lys 

Ser 

Tyr 

Arg 

Val 


90 





95 


Thr 

Arg 

Arg 

Ser 

Arg 

Ser 

Arg 

Pro 

105 





110 



Ser 

Glu 

Arg 

Ser 

Ser 

His 

Arg 

Arg 





125 




Glu 

Arg Arg 

Lys 

Gly 

Arg 

Asp 

Lys 




140 





Lys 

Gly Lys 

Asp 

Lys 

Glu 

Leu 

His 



155 





160 

Asn 

lie 

Lys 

Ala 

Gly 

Leu 

Glu 

His 


170 





175 


Ala 

Arg 

Leu 

Gin 

Leu 

Val 

Leu 

Glu 

185 





190 



Leu 

Lys 

Ala 

Lys 

Glu 

Arg 

Asn 

Glu 





205 




Glu 

Asp 

Gin 

Ala 

Thr 

Leu 

Val 

Glu 




220 





Glu 

Ala 

lie 

Glu 

Ser 

Asp 

Ser 

Phe 



235 





240 

Lys 

Glu 

Val 

Lys 

Lys 

Ser 

Val 

Glu 


250 





255 


Ser 

Thr 

Ser 

Gly 

Pro 

Ala 

Ser 

Ala 
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260 265 270 

Val Ala Asp Pro Pro Ser Thr Glu Lys Glu lie Asp Pro Thr Ser lie 
275 280 285 

Pro Thr Ala lie Lys Tyr Gin Asp Asp Asn Ser Leu Ala His Pro Asn 
290 295 300 

Leu Phe lie Glu Lys Ala Asp Ala Glu Glu Lys Trp Phe Lys Arg Leu 
305 310 * 315 320 

lie Ala Leu Arg Gin Glu Arg Leu Met Gly Ser Pro Val Ala 
325 330 

<210> 3061 
<211> 1554 
<212> DNA 

<213 > Homo sapiens 
<400> 3061 

nncgggagcg gtggcgtctc cccgccttcc ctccctcccg ggcctgggcg cccagccgga 
60 

caggtgagcg gcagccaggt atggcgttga cggtggatgt ggccgggcca gcgccctggg 
•120 

gcttccgtat cacagggggc agggatttcc acacgcccat catggtgact aaggtggccg 
180 

agcggggcaa agccaaggac gctgacctcc ggcctggaga cataatcgtg gccatcaacg 
240 

gggaaagcgc ggagggcatg ctgcatgccg aggcccagag caagatccgc cagagcccct 
300 

cgcccctgcg gctgcagctg gaccggtctc aggctacgtc tccagggcag accaatgggg 
360 

acagctcctt ggaagtgctg gcgactcgct tccagggctc cgtgaggaca tacac'bgaga 
420 

gtcagtcctc cttaaggtcc tcctactcca gcccaacctc cctcagcccg agggccggca 
480 

gccccttctc accaccaccc tctagcagct ccctcactgg agaggcggcc atcagcgctg 
540 

cttccagagt ctggcatgtt ccccgggcct ccccgctgct gaccgcctgt cctactcagg 
600 

ccgccctgga agccgacacg cggcctcggc gccgctggcg actcggcggt gctggtgctg 
660 

ccgccttccc cgggccctcg ttcctccagg cccagcatgg actcggaagg gggaagcctc 
720 

ctcctggacg aggactcgga agtcttcaag atgctgcagg aaaatcgcga gggacgggcg 
780 

gccccccgac agtccagctc ctttcgactc ttgcaggaag ccctggaggc tgaggagaga 
840 

ggtggcacgc cagccttctt gcccagctca ctgagccccc agtcctccct gcccgcctcc 
900 

agggccctgg ccacccctcc caagctccac acttgtgaga agtgcagtac cagcatcgcg 
960 

aaccaggctg tgcgcatcca ggagggccgg taccgccacc ccggctgcta cacctgtgcc 
1020 

gactgtgggc tgaacctgaa gatgcgcggg cacttctggg tgggtgacga gctgtactgt 
1080 

gagaagcatg cccgccagcg ctactccgca cctgccaccc tcagctctcg ggcctgagcc 
1140 
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cgccatgccc tcagcctgcc tcactgctgg gccagggtca tgcctatata agttggcatg 
1200 

gcagggacaa tggtgggcag ttgctcttac atgagctaag tttggagacc tgaggcccct 
1260 

ttgtcctcgc tgggtgggcc aaggtctggg acctgtcttg gactgtggga gactcaccct 
1320 

caccttgcca ggcctctccc ctgcaggact ggcattgcac tagtctgagg tggccactgc 
1380 

ctttgatcaa cctttgtgtg cgagggtcta agtagggtcg aacacagaag tgggaaggag 
1440 

aggggtgggc caggggctaa tggtgtcact gtgtaaagtt tttgacatac tagctctata 
1500 

aatatatgaa tatggacaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaa 
1554 

<210> 3062 
<2ll> 146 
<212 > PRT 

<213> Homo sapiens 
<400> 3062 


Met 

Asp 

Ser 

Glu Gly 

Gly 

Ser 

Leu 

Leu 

Leu 

Asp 

Glu 

Asp 

Ser 

Glu 

Val 

1 




5 





10 





15 


Phe 

Lys 

Met 

Leu 

Gin 

Glu 

Asn 

Arg 

Glu 

Gly 

Arg 

Ala 

Ala 

Pro 

Arg 

Gin 




20 





25 





30 



Ser 

Ser 

Ser 

Phe 

Arg 

Leu 

Leu 

Gin 

Glu 

Ala 

Leu 

Glu 

Ala 

Glu 

Glu 

Arg 



35 





40 





45 




Gly Gly 

Thr 

Pro 

Ala 

Phe 

Leu 

Pro 

Ser 

Ser 

Leu 

Ser 

Pro 

Gin 

Ser 

Ser 


50 





55 





60 





Leu 

Pro 

Ala 

Ser Arg 

Ala 

Leu 

Ala 

Thr 

Pro 

Pro Lys 

Leu 

His 

Thr 

Cys 

65 





70 





75 





80 

Glu Lys 

Cys 

Ser 

Thr 

Ser 

He 

Ala 

Asn 

Gin 

Ala 

Val 

Arg 

lie 

Gin 

Glu 





85 





90 





95 


Gly Arg 

Tyr 

Arg 

His 

Pro 

Gly 

Cys 

Tyr 

Thr 

Cys 

Ala 

Asp 

Cys 

Gly 

Leu 




100 





105 





110 



Asn 

Leu 

Lys 

Met 

Arg 

Gly His 

Phe 

Trp 

Val 

Gly Asp 

Glu 

Leu 

Tyr 

Cys 



115 





120 





125 




Glu 

Lys 

His 

Ala 

Arg 

Gin Arg 

Tyr 

Ser 

Ala 

Pro 

Ala 

Thr 

Leu 

Ser 

Ser 


130 135 140 

Arg Ala 
145 


<210> 3063 

<211> 386 

<212 > DNA 

<213 > Homo sapiens 

<400> 3063 

nntctagagc tcctctctgg ccttgcaaag gtaaaagtga tggttgactc aggagaccgg 
60 

aagcgagcca tcagttctgt gtgcacctac attgtttatc agtgtagtcg gccagctcct 
120 

ttacactcca gggatctgca ctccatgata gtggcagctt ttcagtgtct ctgtgtctgg 
180 
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ctgacagagc accctgatat gcttgatgaa aaggactacc ttaaggaagt actggagatt 
240 

gtggaactgg gtatctcagg aagtaagtcc aagaacaatg agcaagaggt caagtacaaa 
300 

ggagataagg agccaaaccc tgcatctatg agggtaaagg atgctgctga agccacccta 
360 

acatggtatg gaagtgaccg cacagg 
386 

<210> 3064 

<211> 128 

<212> PRT 

<213 > Homo sapiens 

<400 > 3064 


Xaa 

Leu 

Glu 

Leu 

Leu 

Ser 

Gly 

Leu Ala 

Lys 

Val 

Lys 

Val 

Met 

Val 

Asp 

1 




5 





10 





15 


Ser Gly 

Asp 

Arg 

Lys 

Arg 

Ala 

lie 

Ser 

Ser 

Val 

Cys 

Thr 

Tyr 

lie 

Val 




20 





25 





30 



Tyr 

Gin 

Cys 

Ser 

Arg 

Pro 

Ala 

Pro 

Leu 

His 

Ser Arg 

Asp 

Leu 

His 

Ser 



35 





40 





45 




Met 

lie 

Val 

Ala 

Ala 

Phe 

Gin 

Cys 

Leu 

Cys 

Val 

Trp 

Leu 

Thr 

Glu 

His 


50 





55 





60 





Pro 

Asp 

Met 

Leu 

Asp 

Glu 

Lys 

Asp 

Tyr 

Leu 

Lys 

Glu 

Val 

Leu 

Glu 

lie 

65 




70 





75' 





80 

Val 

Glu 

Leu 

Gly 

He 

Ser 

Gly 

Ser 

Lys 

Ser 

Lys 

Asn 

Asn 

Glu 

Gin 

Glu 





85 





90 





95 


val 

Lys 

Tyr 

Lys 

Gly 

Asp 

Lys 

Glu 

Pro 

Asn 

Pro 

Ala 

Ser 

Met 

Arg 

Val 




100 





105 





110 



Lys 

Asp 

Ala 

Ala 

Glu 

Ala 

Thr 

Leu 

Thr 

Trp 

Tyr Gly 

Ser 

Asp 

Arg 

Thr 



115 





120 





125 





<210> 3065 
<211> 2104 
<212 > DNA 
<213> Homo sapiens 

<400 > 3065 

gggggaoagg ccaggagggt ggccatggag gaggagcggg ggtcggcgct ggcggccgag 
60 

tcggcgctgg agaagaacgt ggccgagctg accgtcatgg acgtgtacga catcgcgtcg 
120 

cttgtgggcc acgagttcga gcgggtcatt gaccagcacg gctgcgaggc catcgcgcgc 
180 

ctcatgccca aggtcgtgcg cgtcctggag atcctggagg tgctggtcag ccgccaccac 
240 

gtcgcgcccg agctggacga gctgcgcctg gagctggacc gcctgcgcct ggagaggatg 
300 

gaccgcatcg agaaggagcg caagcaccag aaggagctgg agctggtgga ggatgtgtgg 
360 

cgaggggagg cgcaggacct cctctcccag atcgcccagc tgcaggagga gaacaagcag 
420 

ctcatgacca acctctccca caaggatgtc aacttctcag aggaggagtt ccagaagcat 
480 
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gaaggcatgt cagagcggga 
540 

caacgcgacg agatccgcgc 
600 

gctttacagc agcagcagac 
660 

acggtggtgg aggcccaggg 
720 

ctgcagacca aggagcagga 
780 

aggctgcagg gggagcacag 
840 

gaggagagca tctccgacgc 
900 

cccggttcac cctgcaggag 
960 

aaggtgttct tgctgcagga 
1020 

aaccgaatac cccaaccccc 
1080 

ggcatcaagc gactgtttag 
1140 

agaaacgtgc acatccagga 
1200 

tacacagagc aaggacagga 
1260 

caacctggac tgcccgccac 
1320 

cctcaagcct ctcggtgcag 
1380 

ttgaggatgg acattgaaaa 
1440 

ggctatcact gtttctaata 
1500 

caaacggagg ccagacttct 
1560 

atcacttgcc actatcattg 
1620 

tttattatca caggtgacat 
1680 

tacattcatg aaattgtgat 
1740 

gggtctgaag tcacaggctc 
1800 

gatggtcctc ttacccagaa 
1860 

taatgcctag agcatgtagc 
1920 

gcagtactaa ccaaacaaag 
1980 

tttttttcct gacatctttt 
2040 . 

gcaaagaaga agacagatgt 
2100 


gcgacaggtg atgaagaagc 
caaggacagg gagctgggcc 
acggctgatg aagatcaacc 
gaaagccctg atcgaacaga 
gatgggcagc ctgcgagcag 
ccagaatggg gaggaggagc 
agagaaggtg gccatgngat 
ctgcgggacg tgctgcacga 
ggagctggct tactataaga 
acccatcgcc cacccgagga 
cttcttctcc cgagataaga 
gtcctttgga cagtgggcaa 
agccctgcag catctgtgac 
cagcgcctgc aaccgaactg 
atgcaccctg aaaactgacc 
actgacgcca aactctaaag 
gatgactctg atcccgtagg 
gcgttaactt cagtaacaca 
ctgtttgact tgctttgtat 
agttcagcag gaggcatgga 
ggtaacgtat tatacagaat 
agtagcccaa ctcagacaca 
actggagaca actttgcagg 
aatgttcaag gcaggtgcct 
ttgctaagga tgagatgttg 
tttcctttta ggattcatta 
cccagagcag actgaaagcg 


tgaaggaggt ggtggacaaa 
tgaaaaatga ggacgttgag 
atgaccttcg gcaccgggtc 
aggtggagct ggaggcagac 
agctggggaa gttgcgagag 
ctgagacgga gccggtggga 
ctcaaggacc cncaaccgcc 
gaggaacgna gctcaagtcc 
gtgaagaaat ggaagaggaa 
cgtcccccca gccggagtcg 
agcgcctggc caacacacag 
acacccaccg cgatgacggt 
cttggcccat ctccaccctc 
cagcccaggg gtcattgctg 
cctcaaacag actgtctgat 
aaatgtttat ttatacccag 
atatatattt aataatccca 
agcttcttta agccaaatac 
aaaatgctat gtgtagaggt 
agggctagat cttcattagt 
gtatccatca ggcagacaag 
aagccacaga caatatggat 
caccctggct gcgttcctga 
tggaatctgc tgtgagttat 
caacatttct tgtgtgcact 
agtcatatac ttagtcccct 
gggcgtSSS 3 tcctaggcaa 
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tgca 

2104 

<210> 3066 
<211> 183 
<212 > PRT 

<213 > Homo sapiens 
<400> 3066 

Leu He Glu Gin Lys Val Glu Leu Glu Ala Asp Leu Gin Thr Lys Glu 
15 10 15 

Gin Glu Met Gly Ser Leu Arg Ala Glu Leu Gly Lys Leu Arg Glu Arg 
20 25 30 

Leu Gin Gly Glu His Ser Gin Asn Gly Glu Glu Glu Pro Glu Thr Glu 
35 40 45 

Pro Val Gly Glu. Glu Ser lie Ser Asp Ala Glu Lys Val Ala Met Xaa 
50 55 60 

Ser Gin Gly Pro Xaa Thr Ala Pro Gly Ser Pro Cys Arg Ser Cys Gly 

65 70 75 80 

Thr Cys Cys Thr Arg Gly Thr Xaa Leu Lys Ser Lys Val Phe Leu Leu 

85 90 95 

Gin Glu Glu Leu Ala Tyr Tyr Lys Ser Glu Glu Met Glu Glu Glu Asn 
100 105 110 

Arg lie Pro Gin Pro Pro Pro lie Ala His Pro Arg Thr Ser Pro Gin 
115 120 125 ‘ 

Pro Glu Ser Gly lie Lys Arg Leu Phe Ser Phe Phe Ser Arg Asp Lys 
130 135 140 

Lys Arg Leu Ala Asn Thr Gin Arg Asn Val His lie Gin Glu Ser Phe 

145 150 155 160 

Gly Gin Trp Ala Asn Thr His Arg Asp Asp Gly Tyr Thr Glu Gin Gly 

165 170 175 

Gin Glu Ala Leu Gin His Leu 
180 

<210> 3067 
<211> 645 
<212> DNA 

<213> Homo sapiens 
<400> 3067 

ncagctgcag gtgggggagg ggacgagagc cacacccagc cgagcgggcc accagcggct 
60 

atgtcaggct cacccgcccc caaagcagga tatgcgtccc caaaccgagc gcagggaccc 
120 

tccnnagttc tagtccatca agcacgggag ccgactgcgg gctcaccacc ctgttctcta 
180 

ccccgacctg acttgcagcc cccgtccaca cctcccccgc ccgttcacaa ggagcaaaaa 
240 

aagtcagacc cacccccacc cccaccagga aaattcaagt ccttcctccc accgcggagc 
300 

ccaggaaatt cagctctagg tcccaggcga gggtggggat ggatcgcggc cggcggcgcc 
360 

ccggccatgc ctcgtccacc ttcgggagcc ggcgacaggg agatccccag ggatctcgcg 
420 
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tgtgcgccct acccaccccc gggggcagga cgggggagcg 
480 

cgtcgatgcg gaagcaagga gccggaggcg gccgctagcc 
540 

gaggagccgc cgcccgtgtc cgctgaggag actccgccta 
600 

ggcgagtggg gatgagggga cggagcgagg acggctccca 
645 

<210> 3068 
<211> 204 
<212> PRT 

<213> Homo sapiens 


<400> 3068 

a Gly Gly Gly Gly Asp Glu Ser His 

10 

Ser Gly Ser Pro Ala Pro 
25 

Gin Gly Pro Ser Xaa Val 
40 

Gly Ser Pro Pro Cys Ser 
55 

Thr Pro Pro Pro Pro Val 
70 75 

Pro Pro Pro Pro Gly Lys 
90 

Gly Asn Ser Ala Leu Gly 
105 

Gly Gly Ala Pro Ala Met 
120 

Glu He Pro Arg Asp Leu 
135 

Gly Arg Gly Ser Glu His 
150 155 

Lys Glu Pro Glu Ala Ala 
170 

Glu Pro Pro Pro Val Ser 
105 

Pro Pro Arg Gly Glu Trp Gly 
200 


agcaccgatc ggcgccgggg 
gccctccgag cccagcggaa 
gcccggcgcc gccaccgcgg 
cgcgt 


Xaa 

1 

Ala 

Ala 

Gly 

Gly 

5 

Pro 

Pro 

Ala 

Ala 

20 

Met 

Ser 

Pro 

Asn 

35 

Arg 

Ala 

Arg 

Glu 

50 

Pro 

Thr 

Ala 

Leu 

65 

Gin 

Pro 

Pro 

Ser 

Lys 

Ser 

Asp 

Pro 

Pro 

85 

Pro 

Pro 

Arg 

Ser 

100 

Pro 

Gly Trp 

lie 

115 

Ala 

Ala 

Gly Ala 
130 

Gly 

Asp 

Arg 

Pro 

145 

Pro 

Pro 

Gly 

Ala 

Arg 

Arg 

Cys 

Gly 

Ser 

165 

Ser 

Pro 

Ala 

Glu 

180 

Glu 

Pro 

Ser 

Pro 

195 

Ala 

Pro 


Thr 

Gin 

Pro 

Ser 

15 

Gly 

Lys 

Ala 

Gly Tyr 
30 

Ala 

Leu 

Val 

45 

His 

Gin 

Ala 

Leu 

60 

Pro 

Arg 

Pro 

Asp 

His 

Lys 

Glu 

Gin 

Lys 

80 

Phe 

Lys 

Ser 

Phe 

95 

Leu 

Pro 

Arg 

Arg Gly 
110 

Trp 

Pro 

Arg 

125 

Pro 

Pro 

Ser 

Ala 

140 

Cys 

Ala 

Pro 

Tyr 

Arg 

Ser 

Ala 

Pro 

Gly 

160 

Ala 

Ser 

Arg 

Pro. 

175 

Pro 

Ala 

Glu 

Glu 

Thr 

Pro 


190 


<2 10> 3069 
<2ll> 1561 
<212 > DNA 

<213 > Homo sapiens 
<400 > 3069 

tttttttaaa attgcagtgg gtactttatt aagaatttat 
60 

aacatcttta catcaacaaa cacagcagtt tgactattga 
120 

gaaaaggtta tatttgtagg tggatgcaag tatattggag 
180 


tttaccatct agccattcaa 
aatcataagc gatttatctt 
aaatatttct atcaaaatca 
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ctggttttgt 

240 

agtatgtcag 

300 

aattacagct 

360 

tcatgggaat 

420 

gagtcattaa 

480 

cgatggctgc 

540 

tgaggacaca 

600 

tgagcgtttg 

660 

ccatgtcatc 

720 

atatgggata 

780 

acatgtgatg 

840 

tgagttgggg 

900 

ctctgtgtca 

960 

ctgatcaggt 

1020 

gtttgtgact 

1080 

tgaatttacc 

1140 

ttcttataat 

1200 

tagaatacag 

1260 

ggtaacaccc 

1320 

ttgagatgac 

1380 

agccccagtg 

1440 

catctgtgaa 

1500 

gcattaatac 

1560 
c 

1561 

<210> 3070 
<211> 153 
<212 > PRT 
<213 > Homo 


taggagtatt 
tgttcatttt 
gtttatcttg 
acctgccaga 
tttgctaaaa 
ccaattaatc 
agaaggctcc 
aagctgcagt 
cagtacaaag 
catgagtgcg 
ccgaggacat 
tggtggcagg 
gctatgacaa 
aaatatgggc 
tagccccatc 
atgtagggct 
atctggtctc 
atattcagct 
acagtacaca 
aacatcag cc 
taagacagaa 
ggtttctcca 
cttaaaaaag 


ttgatttttc 
atgggatagt 
caactttaag 
cc tcttatta 
gaaaagtgct 
ccaaagcatt 
gatgataacc 
ttggctgcca 
gataaaaacg 
gttatacaac 
gtgtaaccat 
gattggagat 
gcagccaggc 
acactctgga 
tgtcacaaat 
gcccaagaaa 
ttgcagaaat 
ggaaatattt 
gcttccaaca 
acgcacagta 
gatcccaatg 
agtacagaca 
ctttctggat 


tatttttacg 

tggcttcact 

attaattaaa 

ataccttcac 

aaagcagccc 

ctgatcctcc 

tggcaaccta 

tcgtgtcggc 

gattcaaccg 

aggccacata 

cataacgtct 

ctgaagccgc 

tcagcttcct 

aagttcttca 

cttccctagg 

acggagcgat 

tctggagcct 

cgggataaac 

ttgccactcc 

cttggaaata 

cctttttggc 

cgtggaaatt 

ctttatcatg 


ctgggaaaaa 

gtgtttgtca 

tgcaaatgta 

ttaaaacccc 

tttgcccaca 

tttcaggcct 

ggtagaaacc 

gaaaagaaag 

gaaactcaat 

ttttctttga 

ctaggaatct 

cacaggtttg 

ctgcagattt 

gattctgcct 

ttctgttgta 

ttcaccctta 

ttttgaaagc 

caaatcttta 

aaagaattca 

gtcatctttg 

ctctgaaaaa 

gagtcctaag 

ctcccacctg 


aattaaaaca 

tgtttgtccg 

actctgtgaa 

ctgtgcctga 

aacaattctg 

cgtggccctt 

cagccaagtg 

aattcaggca 

gtggcaccac 

acagtctcct 

gtatttaatt 

tggcagatgg 

tcttttctct 

taggctgcaa 

agcagagacc 

tagagatgtt 

tgttcaggtg 

ggacaaagtg 

tgcttagctg 

ctgggtaagt 

atatctggga 

tctttaagat 

tgaggccaga 


sapiens 
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<400> 3070 


Met 

His 

Leu 

Lys 

Asp 

Leu 

Gly 

Leu 

1 




5 




Glu 

Thr 

Phe 

Thr 

Asp 

Val 

Pro 

Asp 




20 





Leu Gly 

Ser 

Ser 

Val 

Leu 

His 

Trp 



35 





40 

Tyr 

Phe 

Gin 

Val 

Leu 

Cys 

Val 

Ala 


SO 





55 


His 

Glu 

Phe 

Phe 

Gly 

Val 

Ala 

Met 

65 





70 



Tyr 

Pro 

Leu 

Cys 

Pro 

Lys 

Asp 

Leu 





85 




Glu Tyr 

Leu 

Tyr 

Ser 

Thr 

Pro 

Glu 




100 





Phe 

Cys 

Lys 

Arg 

Pro 

Asp 

lie 

lie 



115 





120 

He 

Ala 

Pro 

Phe 

Ser 

Trp 

Ala 

Ala 


130 





135 


Leu 

Thr 

Thr 

Glu 

Pro 

Arg 

Glu 

Asp 

145 





150 

. 



<210> 3071 
<211> 3343 
<212> DNA 

<213 > Homo sapiens 

<4 00> 3071 
gccgggatgg ggacgcccgt gcacccctgt 
60 

cagactctac cctggagact gcagagctgg 
120 

atgttcctgg ggatacttcc gcggccgcgc 
180 

ggcctctctg cagtcagagg tctgagctct 
240 

cagttttctc taacacctgg gggctaccgg 
300 

ggatagtatc cccaggaaca tccccaagag 
360 

cagtctccag gggagctcag tgtctgtttg 
420 

gatgtggcat aggaaacagc agacacaggg 
480 

gtggccacat tttctgcaga ggaagaaccg 
540 

gccatgggcc tggcccagcc ccgactcctt 
600 

ctggggaagg agtcccgcgg gctgaggcaa 
660 

caagccccag gcagggccca tcgctgtgcc 
720 

gctctgtggc ttcacacccg ccggtgccag 
780 


Asn Phe His Val Ser Val Leu Gly 
10 15 

lie Phe Ser Glu Ala Lys Lys Ala 
25 30 

Gly Tyr Leu Pro Ser Lys Asp Asp 
45 

Asp Val Val lie Ser Thr Ala Lys 
60 

Leu Glu Ala Val Tyr Cys Gly Cys 
75 80 

Val Tyr Pro Glu lie Phe Pro Ala 
90 95 

Gin Leu Ser Lys Arg Leu Gin Asn 
105 110 

Arg Lys His Leu Tyr Lys Gly Glu 
125 

Leu His Gly Lys Phe Arg Ser Leu 
140 

Leu 


tgtggcgtgg tttgggagca cagcaaaggc 
ggatgaggct ttttccagct cctcttgggg 
ccctgcacag cccgccgcag aggtaaggct 
gccatgggga taggggtgtc tttattactg 
agtgtgggcc gaagcaggcg ctgcagccgc 
gagctggaaa aagcctcatc cccagctctg 
tccagcttct cagagttgct gtgcagctcg 
agagggcagc ataaggcact gtagggagca 
atgctggaac gtcgttgcag gggccccctg 
tctgggccct cccaggagtc accccagacc 
caaggcacgt cagtggccca gtctggtgcc 
cactgtcgaa ggcacttccc tggctgggtg 
gcccggctgc ccttgccctg ccctgagtgt 
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ggccgtcgct ttcgccatgc ccccttctta 
840 

accccagacc tgggctttgc ctgccacctc 
900 

ctggttctgc atctgcgggc ccattcagct 
960 

gagagacgct tctggcgacg aaagcagctt 
1020 

gccccggagg cccggccctt catatgcggc 
1080 

cagctagttg cccacaagcg ggtgcacgta 
1140 

gctctggggc cccggcccag gggccgcccc 
1200 

gccgtcgacc gccccttcca gtgtgcctgt 
1260 

ttgatcgctc accgccgcgt gcacacgggc 
1320 

aagcgcttta ccaataagcc ctatctgact 
1380 

ccctacccgt gcaaagagtg cggccgccgc 
1440 

agcaagattc acnnaagcga tccgaggggt 
1500 

cccagctgcc agccggcccc caggagtccg 
1560 

aaccggccca ggagccgccg ccaggggccc 
1620 

gcccccccct ccctctacag ctgcgacgac 
1680 

ctgcgggccc accagcggca gcacaccggg 
1740 

aagaacttcg gcaagaagac gcacctggtg 
1800 

cccttcgcct gcgaggagtg cggccgccgc 
1860 

cggcgggacc acgcccccga tcggcccttc 
1920 

cacaaaccct acctggcggc gcaccggcgc 
1980 

cccgactgcg gcaaagcctt cagccagaag 
2040 

acgggcgagc ggccctacgc ctgtcccgac 
2100 

ctcatcaccc accgcaagag ccacatccgg 
2160 

cagaccttcg acgacgagga gagactcctg 
2220 

ggtgggcggg gccgtgttgg ctgagagagg 
2280 

gggctggggg tgcctgccta gtgctggagt 
2340 

aagacgcggg gagtgagctg ggtgggccct 
2400 


gcactgcacc gccaggtcca tgctgctgcc 
tgtgggcaga gcttccgagg. ctgggtggcc 
gcaaagcggc ccatcgcttg tcccaaatgc 
cgagctcatc tgcggcggtg ccaccctccc 
aactgtggcc ggagctttgc ccagtgggac 
gctgaggccc tggaggaggc cgcagccaag 
gcggtgaccg ccccccggcc cggtggagat 
tgtggcaagc gcttccggca caagcccaac 
gagcggcccc accagtgccc cgagtgcggg 
tcgcaccggc gcatccacac cggcgagaag 
ttccggcaca aacccaacct gctgtctcac 
cggcccaggc cgcccccggc ccggggagcc 
cggccgagcc caccccggcg gtacctctga 
cgccagagca cccgcnagga cccgatcgaa 
tgcggcagga gcttccggct ggagcgcttc 
gagcggccct tcacctgcgc cgagtgcggg 
gcgcactcgc gcgtgcactc cggcgagcgg 
ttctcccagg gcagccatct ggcggcgcat 
gtgtgtcccg actgcggcaa ggccttccgc 
atccacaccg gcgagaagcc ctacgtctgc 
tccaacctgg tgtcgcaccg gcgcatccac 
tgcgaccgca gcttcagcca gaagtccaac 
gacggcgcct tctgctgtgc catctgtggc 
gcccaccaga agaagcacga tgtctgagac 
gctggggtcc ttcgtggtgg gagtcgcagt 
aggggacaat gggaatccta gaggggatgg 
gctagcgaga gaggtcaacc ccggtggcca 
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gggaacccac ttccaagcgc 
2460 

cctgactgcc ctgtgccctg 
2520 

tagaggagcc accagtggaa 
2580 

cctgtctttt actgtaagtt 
2640 

taaatgaatg ctctgggcta 
2700 

ttgggccttt gccagcagca 
2760 

ccacctgccc cctgcgtagg 
2820 

atcctcttcc ttcccaaaga 
2880 

atctgtcgcc cctcccagcg 
2940 

ctcttgtctg aacaccgcag 
3000 

aggactgccg cattggtgat 
3060 

tctccatttc tagcatatgg 
3120 

ccgcacctcc tgaggccctg 
3180 

ttccttataa tgaatgaatt 
3240 

tctctggaac taaacagaac 
3300 

tggttttaga aaaaaaaaaa 
3343 


agggacgccg gcctccagct 
gaaaagcagc aatagcatcc 
aggaagaccc tccatcctct 
acttaagatc atttttggaa 
gatacagctt ggagaacctg 
agaggtgaag cgaagccact 
cacccagact tggagagacc 
gcagacccca aggcatttac 
ctgagagcct cccctggctg 
cccctccttc gctccttcca 
ggagggccag ctgaggggaa 
acacctggcc tctgcttgag 
gatgattcta attgttagaa 
ctgctttcct ataatttcta 
aaccatttac ccctcctttt 
aaaaaaaaaa aaaaaaaaaa 


ggtgtgtgct aaggctccgt 
gccccttaga gccctctggc 
ggtattaacg ccttaatgcc 
gcaggcgtgg tagagtcctg 
ctggccttgt tagacagcac 
cttacctctc ccttcccctc 
cgtctgctgt tagtacttcc 
tccttggtct gtctcgcttt 
tcagcagcac tgtgtccagg 
gagctcagca tgtcacggca 
gttgctggtg agtttccttt 
cacttaggtg acaggaactt 
attctaattg ttagaaatcc 
cctattgggc cttgttctgt 
caaactagag aataaagatt 
aaa 


<210> 3072 
<211> 349 
<212 > PRT 

<213 > Homo sapiens 
<4 00>' 3072 

Met Leu Glu Arg Arg Cys Arg Gly 
1 5 

Pro Arg Leu Leu Ser Gly Pro Ser 
20 

Lys Glu Ser Arg Gly Leu Arg Gin 
35 40 

Gly Ala Gin Ala Pro Gly Arg Ala 
50 55 

His Phe Pro Gly Trp Val Ala Leu 
65 70 

Ala Arg Leu Pro Leu Pro Cys Pro 
85 

Ala Pro Phe Leu Ala Leu His Arg 
100 

Asp Leu Gly Phe Ala Cys His Leu 


Pro Leu Ala Met Gly Leu Ala Gin 
10 15 

Gin Glu Ser Pro Gin Thr Leu Gly 
25 30 

Gin Gly Thr Ser Val Ala Gin Ser 
45 

His Arg Cys Ala His Cys Arg Arg 
60 

Trp Leu His Thr Arg Arg Cys Gin 
75 80 

Glu Cys Gly Arg Arg Phe Arg His 
90 95 

Gin Val His Ala Ala Ala Thr Pro 
105 110 

Cys Gly Gin Ser Phe Arg Gly Trp 
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115 





120 

Val 

Ala 

Leu 

Val 

Leu 

His 

Leu 

Arg 


130 





135 


He 

Ala 

Cys 

Pro 

Lys 

Cys 

Glu 

Arg 

145 





150 



Arg 

Ala 

His 

Leu 

Arg 

Arg 

Cys 

His 





165 




Phe 

lie 

Cys 

Gly 

Asn 

Cys 

Gly 

Arg 




180 





Val 

Ala 

His 

Lys 

Arg 

val 

His 

Val 



195 





200 

Ala 

Lys 

Ala 

Leu 

Gly 

Pro 

Arg 

Pro 


210 





215 


Pro 

Arg 

Pro Gly 

Gly 

Asp 

Ala 

Val 

225 





230 



Cys 

Gly Lys Arg 

Phe 

Arg 

His 

Lys 





245 




Val 

His 

Thr Gly 

Glu 

Arg 

Pro 

His 




260 





Phe 

Thr 

Asn Lys 

Pro 

Tyr 

Leu 

Thr 



275 





280 

Glu 

Lys 

Pro 

Tyr 

Pro 

Cys 

Lys 

Glu 


290 





295 


Pro 

Asn 

Leu 

Leu 

Ser 

His 

Ser 

Lys 

305 





310 



Arg 

Pro Arg 

Pro 

Pro 

Pro 

Ala 

Arg 





325 




Pro 

Arg 

Ser 

Pro 

Arg 

Pro 

Ser 

Pro 


340 


<210> 3073 

<211> 791 

<212 > DNA 

<213 > Homo sapiens 


125 


Ala 

His 

Ser 

Ala 

Ala 

Lys 

Arg 

Pro 




140 





Arg 

Phe 

Trp 

Arg Arg 

Lys 

Gin 

Leu 



155 





160 

Pro 

Pro 

Ala 

Pro 

GlU 

Ala 

Arg 

Pro 


170 





175 


Ser 

Phe 

Ala 

Gin Trp 

Asp 

Gin 

Leu 

185 





190 



Ala 

Glu 

Ala 

Leu 

Glu 

Glu 

Ala 

Ala 





205 




Arg 

Gly 

Arg 

Pro 

Ala 

Val 

Thr 

Ala 




220 





Asp 

Arg 

Pro 

Phe 

Gin 

Cys 

Ala 

Cys 



235 





240 

Pro 

Asn 

Leu 

lie 

Ala 

His 

Arg 

Arg 


250 





255 


Gin 

Cys 

Pro 

Glu 

Cys 

Gly Lys 

Arg 

265 





270 



Ser 

His 

Arg 

Arg 

lie 

His 

Thr 

Gly 





285 




Cys 

Gly 

Arg 

Arg 

Phe 

Arg 

His 

Lys 




300 





lie 

His 

xaa 

Ser 

Asp 

Pro 

Arg 

Gly 



315 





320 

Gly 

Ala 

Pro 

Ser 

Cys 

Gin 

Pro 

Ala 


330 





335 


Pro 

Arg 

Arg 

Tyr 

Leu 




345 









<400 > 3073 

nngccctgcc tgaggcgaga 
60 

cgcttccgca ttgccagcgc 
120 

gccggagggg ccggggcggg 
180 

cctggggatc ctgtccgcat 
240 

atctggtcgg tggagtctga 
300 

ataaagaaag ggaatactct 
360 

aaactctata acctccctca 
420 

gagcagtgca cacaggaaga 
480 

acagaagact tagatcacta 
540 


gctgaagctg ctcgagtcca 
ctgcctggac gagctgagct 
ggccgcgccc ggaccgcatc 
ccactgcaac atcacggagt 
tgaccctaac ttggctgctg 
gctattgcag catctgaaga 
gcatccagat gtggagatgc 
cgtgtcttca gaagatgaag 
tgaaatgaaa gaggaagagc 


tcttccaccg cggccacgag 
gcgagttcct gctggctggg 
tccccccacg ggggtcggtg 
cataccctgc tgtgcccccc 
tcttggagag gctggtggac 
ggatcatctc cgacctgtgt 
tggatcaacc cttgccagca 
atgaggagat gcctgaggac 
cagctgaggg caagaaatct 
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gaagatgatg gcattggaaa agaaaacttg gccatcctag agaaaattaa aaagaaccag 
600 

aggcaagatt acttaaatgg tgcagtgtct ggctcggtgc aggccactga ccggctgatg 
660 

aaggagctcc agggatatat taccgntCca cagagtttca aaggcggaaa ctatgncagt 
720 

tcgaactcgt ggaatgacag tctgtatggt tgggatgttc aactcctcaa agttgaccag 
780 

ggcagcgttt a 
791 

<210> 3074 
<211> 263 
<212> PRT 


<213 > Homo sapiens 


<400> 3074 


Xaa 

Pro 

Cys 

Leu 

Arg 

Arg 

Glu 

Leu 

1 




5 




Arg 

Gly 

His 

Glu 

Arg 

Phe 

Arg 

lie 




20 





Ser 

Cys 

Glu 

Phe 

Leu 

Leu 

Ala 

Gly 



35 





40 

Ala 

Pro 

Gly 

Pro 

His 

Leu 

Pro 

Pro 


50 





55 


Val 

Arg 

He 

His 

Cys 

Asn 

lie 

Thr 

65 





70 



lie 

Trp 

Ser 

Val 

Glu 

Ser 

Asp 

Asp 





85 




Arg 

Leu 

Val 

Asp 

lie 

Lys 

Lys 

Gly 




100 





Lys 

Arg 

lie 

lie 

Ser 

Asp 

Leu 

Cys 



115 





120 

Pro 

Asp 

Val 

Glu 

Met 

Leu 

Asp 

Gin 


130 





135 


Gin 

Glu 

Asp 

Val 

Ser 

Ser 

Glu 

Asp 

145 





150 



Thr 

Glu 

Asp 

Leu 

Asp 

His 

Tyr 

Glu 





165 




Gly 

Lys 

Lys 

Ser 

Glu 

Asp 

Asp 

Gly 




160 





Leu 

Glu 

Lys 

lie 

Lys 

Lys 

Asn 

Gin 



195 





200 

Val 

Ser 

Gly 

Ser 

Val 

Gin 

Ala 

Thr 


210 





215 


Gly 

Tyr 

lie 

Thr 

Xaa 

Ser 

Gin 

Ser 

225 





230 



Ser 

Asn 

Ser 

Trp 

Asn 

Asp 

Ser 

Leu 





245 




Lys 

Val 

Asp 

Gin 

Gly 

Ser 

Val 





260 






<210> 3075 
<211> 603 


Lys 

Leu 

Leu 

Glu 

Ser 

lie 

Phe 

His 


10 





15 


Ala 

Ser 

Ala 

Cys 

Leu 

Asp 

Glu 

Leu 

25 





30 



Ala 

Gly Gly 

Ala 

Gly 

Ala 

Gly 

Ala 





45 




Arg 

Gly Ser 

val 

Pro 

Gly 

Asp 

Pro 




60 





Glu 

Ser 

Tyr 

Pro 

Ala 

Val 

Pro 

Pro 



75 





80 

Pro 

Asn 

Leu 

Ala 

Ala 

Val 

Leu 

Glu 


90 





95 


Asn 

Thr 

Leu 

Leu 

Leu 

Gin 

His 

Leu 

105 





110 



Lys 

Leu 

Tyr 

Asn 

Leu 

Pro 

Gin 

His 




125 




Pro 

Leu 

Pro 

Ala 

Glu 

Gin 

Cys 

Thr 




140 





Glu 

Asp 

Glu 

Glu 

Met 

Pro 

Glu 

Asp 



155 





160 

Met 

Lys 

Glu 

Glu 

Glu 

Pro 

Ala 

Glu 


170 





175 


lie 

Gly Lys 

Glu 

Asn 

Leu 

Ala 

lie 

185 





190 



Arg 

Gin 

Asp 

Tyr 

Leu 

Asn 

Gly 

Ala 





205 




Asp 

Arg 

Leu 

Met 

Lys 

Glu 

Leu 

Gin 




220 





Phe 

Lys Gly 

Gly 

Asn 

Tyr 

Xaa 

Ser 



235 





240 

Tyr 

Gly Trp 

Asp 

Val 

Gin 

Leu 

Leu 


250 





255 
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<212> DNA 

<213 > Homo sapiens 

<400 > 3075 


cccctggggg gaaaaaattt tttaaaaaaa 
60 

cccttttttt cccccgtggg ggccaaaaaa 
120 

aaaaaaaaaa aagtcttggg agggggtcgg 
180 

tctacaggcc ttgcactggc agccaagatc 
240 

gatgtgaaga atgaggtcaa catcatgaac 
300 

tatgatgcgt ttgagagcaa gagcagcttc 
360 

gaactctttg accggatcac ggatgagaag 
420 

ttcacgaggc agatctgtga gggtgtgcat 
480 

gacctcaagc ctgagaacat attgcgtgtc 
540 

gactttgggc tggctagaag atacaagcct 
600 
ccg 
603 

< 2 1 0 > 3076 

< 211 > 201 

<212 > PRT 

<213 > Homo sapiens 

<400> 3076 

Pro Leu Gly Gly Lys Asn Phe Leu 
1 5 

Pro Pro Pro Pro Pro Phe Phe Ser 
20 

Val Gly Pro Gin Lys Lys Lys Lys 
35 40 

Gly Arg Phe Gly Gin Val His Arg 
50 55 

Ala Leu Ala Ala Lys He lie Lys 
65 70 

Asp Val Lys Asn Glu Val Asn lie 
85 

Leu lie Gin Leu Tyr Asp Ala Phe 
100 

He Met Glu Tyr Val Asp Gly Gly 
115 120 

Glu Lys Tyr His Leu Thr Glu Leu 
130 135 

lie Cys Glu Gly Val His Tyr Leu 
145 150 

Asp Leu Lys Pro Glu Asn lie Leu 


atggtgggga aaaacccccc cccgcccccc 
aaaaatgtgg gcccccaaaa aaaaaaaaaa 
tttggccagg tccacaggtg cacagagaag 
atcaaagtga agaacgtaaa ggaccgggag 
cagctcagcc acgtaaactt gatccaactt 
actctgatca tggagtatgt ggatggaggc 
taccacctca ctgagttgga tgtggtcttg 
tacctgcatc agcactatat cctgcacctg 
agccagacag ggcatcaaat taagatcatt 
cgggagaagc taaaggtgaa ctttggtact 


Lys Lys Met Val Gly Lys Asn Pro 
10 15 

Pro Val Gly Ala Lys Lys Lys Asn 
25 30 

Lys Lys Lys Lys Val Leu Gly Gly 
45 

Cys Thr Glu Lys Ser Thr Gly Leu 
60 

Val Lys Asn Val Lys Asp Arg Glu 
75 80 

Met Asn Gin Leu Ser His Val Asn 
90 95 

Glu Ser Lys Ser Ser Phe Thr Leu 
105 110 

Glu Leu Phe Asp Arg lie Thr Asp 
125 

Asp Val Val Leu Phe Thr Arg Gin 
140 

His Gin His Tyr lie Leu His Leu 
155 160 

Cys Val Ser Gin Thr Gly His Gin 
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165 170 175 

lie Lys lie lie Asp Phe Gly Leu Ala Arg Arg Tyr Lys Pro Arg Glu 
180 185 190 

Lys Leu Lys Val Asn Phe Gly Thr Pro 
195 200 

< 210 > 3077 

<211> 1377 

<212 > DNA 

<213 > Homo sapiens 

<4 00> 3077 

ngctcgactg cgaattactg tttatgaggt gactcgctgg ttctatcggt ggacagtggg 
60 

acattctgaa gggaggcaag gaggcggact gagcgctccc aattggggag gatgctggtg 
120 

gtggaggtgg cgaacggccg ctccctggtg tggggagccg aggcggtgca ggccctccgg 
180 

gagcgcctgg gtgtgggggg ccgcacggta ggcgccctgc cccgcgggcc ccgccagaac 
240 

tcgcgcctgg gcctcccgct gctgctgatg ccc gaagagg cgcggctctt ggccgagatc 
300 

ggcgccgtga ctctggtcag cgccccgcgt ccagactctc ggcaccacag cctggccctg 
360 

acatccttca agcgccagca agaggagagc ttccaggagc agagcgcctt ggcagctgag 
420 

gcccgggaga cccgtcgtca ggagctcctg gagaagatta cggagggcca ggctgctaag 
480 

aagcagaaac tagaacaggc ttcaggggcc agctcaagcc aggaggccgg ctcgagccag 
540 

gctgccaaag aggatgagac cagtgatggc caggcttcgg gagagcagga ggaagctggc 
600 

ccctcgtctt cccaagcagg accctcaaat ggggtagccc ccttgcccag atctgctctc 
660 

cttgtccagc tggccactgc- caggcctcga ccggtcaagg ccaggcccct ggactggcgt 
720 

gtccagtcta aagactggcc ccacgccggc cgccctgccc acgagctgcg ctacagtatc 
780 

tacagagacc tgtgggagcg aggcttcttc ctcagtgcgg ctggcaagtt cggaggtgac 
840 

ttcctggtct atcctggtga ccccctccgc ttccacgccc attatatcgc tcagtgctgg 
900 

gcccctgagg acaccatccc actccaagac ctggttgctg ctgggcgcct tggaaccagc 
960 

gtcagaaaga ccctgctcct ctgttctccg cagcctgatg gtaaggtggt ctacacctcc 
1020 

ctgcaatggg ccagcctgca gtgaactcca gagacctagg ggatgtggct gtgtcggcag 
1080 

caagagcctt tctggatgtt ccccagctct tctctgggag tctagaacat cctcctacct 
1140. 

ttctccgcgg ttagtttttg attccaggtt ttcgaacact acatcttttt tatgttcttc 
1200 

cttgtttcaa agcacttatt ggctgtgttt ttgtagttac ctattttcac actgtgagct 
1260 
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tcccgagaat ggggcctggg tttgattcat ctgttttcta cagggtttaa gtctcaggag 
1320 

gtctcaataa acttggtata taaatgttaa aaaaaaaaaa aaaaaaaaaa aaaaaaa 
1377 

<210> 3078 
<211> 310 
<212> PRT 

<213> Homo sapiens 


<4 00> 3078 


Met 

Leu 

Val 

Val 

Glu 

Val 

Ala 

Asn 

Gly 

Arg 

Ser 

Leu 

Val 

Trp 

Gly 

Ala 

1 




5 





10 





15 


Glu 

Ala 

Val 

Gin 

Ala 

Leu 

Arg 

Glu 

Arg 

Leu 

Gly Val 

Gly Gly 

Arg 

Thr 




20 





25 





30 



Val 

Gly 

Ala 

Leu 

Pro 

Arg 

Gly 

Pro 

Arg 

Gin 

Asn 

Ser 

Arg 

Leu 

Gly 

Leu 



35 





40 





45 




Pro 

Leu 

Leu 

Leu 

Met 

Pro 

Glu 

Glu 

Ala 

Arg 

Leu 

Leu 

Ala 

Glu 

lie 

Gly 


50 





55 





60 





Ala 

Val 

Thr 

Leu 

Val 

Ser 

Ala 

Pro 

Arg 

Pro 

Asp 

Ser 

Arg 

His 

His 

Ser 

65 





70 





75 





80 

Leu 

Ala 

Leu 

Thr 

Ser 

Phe 

Lys 

Arg 

Gin 

Gin 

Glu 

Glu 

Ser 

Phe 

Gin 

Glu 





85 





90 





95 


Gin 

Ser 

Ala 

Leu 

Ala 

Ala 

Glu 

Ala 

Arg 

Glu 

Thr Arg 

Arg 

Gin 

Glu 

Leu 




100 





105 





110 



Leu 

Glu 

Lys 

lie 

Thr 

Glu 

Gly 

Gin 

Ala 

Ala 

Lys 

Lys 

Gin 

Lys 

Leu 

Glu 



115 





120 





125 




Gin 

Ala 

Ser 

Gly 

Ala 

Ser 

Ser 

Ser 

Gin 

Glu 

Ala 

Gly 

Ser 

Ser 

Gin 

Ala 


130 





135 





140 





Ala 

Lys 

Glu 

Asp 

Glu 

Thr 

Ser 

Asp 

Gly 

Gin 

Ala 

Ser 

Gly Glu 

Gin 

Glu 

145 





150 





155 





160 

Glu 

Ala 

Gly 

Pro 

Ser 

Ser 

Ser 

Gin 

Ala 

Gly 

Pro 

Ser 

Asn Gly 

Val 

Ala 





165 





170 





175 


Pro 

Leu 

Pro 

Arg 

Ser 

Ala 

Leu 

Leu 

Val 

Gin 

Leu 

Ala 

Thr 

Ala 

Arg 

Pro 




180 





185 





190 



Arg 

Pro 

Val 

Lys 

Ala 

Arg 

Pro 

Leu 

Asp 

Trp 

Arg 

Val 

Gin 

Ser 

Lys 

Asp 



195 





200 





205 




Trp 

Pro 

His 

Ala 

Gly Arg 

Pro 

Ala 

His 

Glu 

Leu Arg 

Tyr 

Ser 

lie 

Tyr 


210 





215 





220 





Arg 

Asp 

Leu 

Trp 

Glu 

Arg 

Gly 

Phe 

Phe 

Leu 

Ser 

Ala 

Ala 

Gly 

Lys 

Phe 

225 





230 





235 





240 

Gly 

Gly 

Asp 

Phe 

Leu 

Val 

Tyr 

Pro 

Gly 

Asp 

Pro 

Leu 

Arg 

Phe 

His 

Ala 





245 





250 





255 


His 

Tyr 

He 

Ala 

Gin 

Cys 

Trp 

Ala 

Pro 

Glu 

Asp 

Thr 

lie 

Pro 

Leu 

Gin 




260 





265 





270 



Asp 

Leu 

Val 

Ala 

Ala Gly 

Arg 

Leu 

Gly 

Thr 

Ser 

Val 

Arg 

Lys 

Thr 

Leu 



275 





280 





285 




Leu 

Leu 

Cys 

Ser 

Pro 

Gin 

Pro 

Asp 

Gly 

Lys 

Val 

Val 

Tyr 

Thr 

Ser 

Leu 


290 





295 





300 





Gin 

Trp 

Ala 

Ser 

Leu 

Gin 












305 310 

<2 1 0> 3079 
<211> 1785 
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<212 > DNA 

<213> Homo sapiens 

<400> 3079 

acggacacac tctatactgg ctccagccca 
60 

cccccacctg tgccccgccg aggcacccac 
120 

tccaaggcat cagcacctga accccctgca 
180 

gcctctgatg acctggaagc cctgggtaca 
240 

gcagctgagg cggctgtgcc caggaccatt 
300 

aacactggcc tgagccacga attatgccgg 
360 

caggcctcgg tgccggccag ctcaccagtc 
420 

ggcaaggacc tcagcatggc cctgccctca 
480 

gaggtgatct ttgcagacct ggctcgccgg 
540 

ctatatgagg atgagggtgt catccgctgc 
600 

gatgcagacc ctgaagtttg caagaaaatg 
660 

gccttggtgg cctattacca aatggaacac 
720 

tgctttggcg ccatgtgcag cctggatgca 
780 

ctgcctgtag agctggcgag ggacatgcag 
840 

tactctgccc tcatcctggc catggtcttc 
900 

tatgagcacc tgggcacgcc tttcgcccag 
960 

cccttggaca ccacagagca gctgccggac 
1020 

ctgcacctgc cagctgctga ccagaatgtc 
1080 

gtcaagatct tctccgagaa gctgttgttg 
1140 

atcttcaaac atgagccaca gccaccacac 
1200 

ggcagcccgg ccacagctgc catcttctac 
1260 

actgtgcggc acatcgcaga cctgtcacca 
1320 

aggccttggc caggagttcc tcgcctgtta 
1380 

caccctgtgg agcgttctgg ggtcccggcc 
1440 

cgtcctctgc acccggcgct gcagctcgtt 
1500 


tctgaaccag gctccagctg ctcacccaca 
accaccgtgt cccaagtcca gccccctccc 
gaagaagaag tggcaactgg tacaacctca 
ctgagcctgg ggaccacaga ggagaaggca 
ggggccgagc tgatggagct ggtgcggaga 
gtggccatcg gcatcatagt gggtcacatc 
atggagcagg tcctcctctc actcgtagag 
gggcaggtct gccacgacca gcagaggctg 
aaggacgacg cccagcagcg cagttgggca 
tacctagagg agctgctgca tattctgact 
tgcaagagaa acgagttcga gtctgtcctg 
cgagcatcac tgcggctgct gctcctcaag 
gccatcatct ccacgcttgt gtcatccgtg 
acagacacgc aggaccacca gaaactctgt 
tccatgggag aggcagtgcc ctatgcacac 
ttcctactga acatcgtcga ggatgggctg 
ctctgcgtga acctgcttct ggctctcaac 
atcatggctg ccctgagcaa acacgccaat 
ctcctgaaca gaggggatga ccctgtgcgc 
tctgtcctca agctcctgca ggacgtgttt 
cacacagaca tgatggctct cattgacatc 
ggagacaagg gaccgttcgg ggcgggccag 
gaaccaggat ccaccccatc gcgggagccg 
ctgacctctt cctgggcttc gggatgcccg 
atcgattccg cctttggagg ccggtccgta 


2296 



WO 00/58473 


PCT/US00/08621 


tagtgtactc ccggactctc tcacggttag ccggcaaccc gcggagcccc ctcccccatg 
1560 

cgatgagtcc gccgtctagg ggcggggcct cccaatgtgc caatagaaac aatgactgac 
1620 

cgattggagt gctccgcgtt cacccctcgc ctccgctcct ctcgtgacgt ctgttgcgcc 
1680 

aggtccaccc attggcctgg cgagaccggc gcgtgccagg agttacgcag ggagagctgg 
1740 

aatgcaccga gggtgggggg aggactgagt ttctgtgtca gtccc 
1785 

<210> 3080 
<211> 500 
<212> PRT 

<213 > Homo sapiens 
<400> 3080 


Met 

Asp 

Thr 

Leu 

Tyr 

Thr 

Gly 

Ser 

Ser 

Pro 

Ser 

Glu 

Pro 

Gly 

Ser 

Ser 

1 



5 





10 





15 


Cys 

Ser 

Pro 

Thr 

Pro 

Pro 

Pro 

Val 

Pro Arg Arg Gly 

Thr 

His 

Thr 

Thr 



20 





25 





30 



Val 

Ser 

Gin 

Val 

Gin 

Pro 

Pro 

Pro 

Ser 

Lys 

Ala 

Ser 

Ala 

Pro 

Glu 

Pro 



35 





40 





45 




Pro 

Ala 

Glu 

Glu 

Glu 

Val 

Ala 

Thr 

Gly Thr 

Thr 

Ser 

Ala 

Ser 

Asp 

Asp 


50 





55 





60 





Leu 

Glu 

Ala 

Leu 

Gly 

Thr 

Leu 

Ser 

Leu Gly Thr 

Thr 

Glu 

Glu 

Lys 

Ala 

65 





70 





75 





80 

Ala 

Ala 

Glu 

Ala 

Ala 

Val 

Pro 

Arg 

Thr 

lie 

Gly 

Ala 

Glu 

Leu 

Met 

Glu 





85 





90 





95 


Leu 

Val 

Arg Arg 

Asn 

Thr 

Gly 

Leu 

Ser 

His 

Glu 

Leu 

Cys 

Arg 

Val 

Ala 




100 





105 





110 



He 

Gly 

lie 

lie 

Val 

Gly 

His 

lie 

Gin 

Ala 

Ser 

Val 

Pro 

Ala 

Ser 

Ser 



115 





120 





125 




Pro 

Val 

Met 

Glu 

Gin 

Val 

Leu 

Leu 

Ser 

Leu 

Val 

Glu 

Gly 

Lys 

Asp 

Leu 


130 





135 





140 





Ser 

Met 

Ala 

Leu 

Pro 

Ser 

Gly Gin 

Val 

Cys 

His 

Asp 

Gin 

Gin 

Arg 

Leu 

145 





150 





155 





160 

Glu 

Val 

lie 

Phe 

Ala 

Asp 

Leu 

Ala 

Arg Arg 

Lys Asp 

Asp 

Ala 

Gin 

Gin 





165 





170 





175 


Arg 

Ser 

Trp Ala 

Leu 

Tyr 

Glu Asp 

Glu 

Gly Val 

lie 

Arg 

Cys 

Tyr 

Leu 




180 





185 





190 



Glu 

Glu 

Leu 

Leu 

His 

lie 

Leu 

Thr 

Asp Ala 

Asp 

Pro 

Glu 

Val 

Cys 

Lys 



195 





200 





205 




Lys 

Met 

Cys 

Lys 

Arg 

Asn 

Glu 

Phe 

Glu 

Ser 

val 

Leu 

Ala 

Leu 

Val 

Ala 


210 





215 





220 





Tyr 

Tyr 

Gin 

Met 

Glu 

His 

Arg 

Ala 

Ser 

Leu Arg 

Leu 

Leu 

Leu 

Leu 

Lys 

225 




230 





235 





240 

Cys 

Phe 

Gly Ala 

Met 

Cys 

Ser 

Leu 

Asp 

Ala 

Ala 

lie 

lie 

Ser 

Thr 

Leu 




245 





250 





255 


Val 

Ser 

Ser 

Val 

Leu 

Pro 

Val 

Glu 

Leu 

Ala 

Arg Asp 

Met 

Gin 

Thr 

Asp 




260 





265 





270 



Thr 

Gin 

Asp 

His 

Gin 

Lys 

Leu 

Cys 

Tyr 

Ser 

Ala 

Leu 

lie 

Leu 

Ala 

Met 



275 





280 





285 




Val 

Phe 

Ser 

Met 

Gly 

Glu 

Ala 

Val 

Pro 

Tyr 

Ala 

His 

Tyr 

Glu 

His 

Leu 
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290 





295 


Gly Thr 

Pro 

Phe 

Ala 

Gin 

Phe 

Leu 

305 





310 



Pro 

Leu 

Asp 

Thr 

Thr 

Glu 

Gin 

Leu 





325 




Leu 

Ala 

Leu 

Asn 

Leu 

His 

Leu 

Pro 




340 





Ala 

Ala 

Leu 

Ser 

Lys 

His 

Ala 

Asn 



355 





360 

Leu 

Leu 

Leu 

Leu 

Asn 

Arg 

Gly 

Asp 


370 





375 


Glu 

Pro 

Gin 

Pro 

Pro 

His 

Ser 

Val 

385 





390 



Gly Ser 

Pro 

Ala 

Thr 

Ala 

Ala 

lie 





405 




Leu 

He 

Asp 

lie 

Thr 

Val 

Arg 

His 




420 





Lys Gly 

Pro 

Phe 

Gly 

Ala 

Gly 

Gin 



435 





440 

Leu 

Leu 

Glu 

Pro 

Gly 

Ser 

Thr 

Pro 


450 





455 


Arg 

Ser 

Gly 

Val 

Pro 

Ala 

Leu 

Thr 

465 





470 



Arg 

Pro 

Leu 

His 

Pro 

Ala 

Leu 

Gin 





485 




Gly Arg 

Ser 

Val 






500 





300 





Leu 

Asn 

lie 

Val 

Glu 

Asp 

Gly 

Leu 



315 





320 

Pro 

Asp 

Leu 

Cys 

Val 

Asn 

Leu 

Leu 


330 





335 


Ala 

Ala 

Asp 

Gin 

Asn 

Val 

lie 

Met 

345 





350 



Val 

Lys 

lie 

Phe 

Ser 

Glu 

Lys 

Leu 





365 




Asp 

Pro 

Val 

Arg 

lie 

Phe 

Lys 

His 




380 





Leu 

Lys 

Phe 

Leu 

Gin 

Asp 

Val 

Phe 



395 





400 

Phe 

Tyr 

His 

Thr 

Asp 

Met 

Met 

Ala 


410 





415 


lie 

Ala 

Asp 

Leu 

Ser 

Pro 

Gly 

Asp 

425 





430 



Arg 

Pro 

Trp 

Pro 

Gly 

Val 

Pro 

Arg 





445 




Ser 

Arg 

Glu 

Pro 

His 

Pro 

Val 

Glu 




460 





Ser 

Ser Trp 

Ala 

Ser 

Gly 

Cys 

Pro 



475 





480 

Leu 

Val 

lie 

Asp 

Ser 

Ala 

Phe 

Gly 


490 





495 



<210> 3081 
<211> 1902 
<212 > DNA 

<213 > Homo sapiens 
<400> 3081 

nntcatgagc agatggacga 
60 

ccacatggcg acgaacttgt 
120 

caaagcattc cgaccttcta 
180 

gccgtcatca gcaagatcga 
240 

gatgacatgg gcctggtggc 
300 

ttctatggcg ccggcgggga 
360 

tggagaaaaa tcctccagaa 
420 

agccccggct gcaactacct 
480 

aacacgcacc cggggctgtc 
540 

accacggtca. tccagcggat 
600 


acttggccgc gtcgtcgtgg 
ggacggacac ggagcccgtg 
cttccccaga ggacgcccgc 
gagcaccttc gcccggttcc 
caaggcctgc ggctgccccc 
gcgcacgggc tccgtgtccg 
ctgccacgac gacgcggcca 
ggtgcaggag gactttgtcc 
gttcctgaag gaggcgtccg 
cttctacgcc gtgaaccggt 


cagttctgga ggatttttct 
cgct cccccc ggccacgagc 
aggactccgt caacgtggat 
cccacgagag ggccaccatg 
tctactggaa ggggccgctc 
tccacaagtt cgtcgccatg 
agttcgtcca tctgctcatg 
ccttcttgca ggacgtggtg 
agttccactc gcgctacatc 
cctggtccgg caggatcacc 
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tgcgccgagc tgcggaggag ctccttcctg cagaatgtgg cgctgctgga ggaggaggcg 
660 

gacatcaacc agctgaccga attcttctcg tacgagcatt tctacgtcat ctactgcaag 
720 

ttctgggagc tggacacgga ccacgacctg ctcatcgacg cggacgacct ggcgcggcac 
780 

aatgaccacg ccctttctac caagatgata gacaggatct tctcaggagc agtcacacga 
840 

ggcagaaaag tgcagaagga agggaagatc agctatgccg actttgtctg gtttttgatc 
900 

tctgaggaag acaaaaaaac accgaccagc atcgagtact ggttccgctg catggacctg 
960 

gacggggacg gcgccctgtc catgttcgag ctcgagtact tctacgagga gcagtgccga 
1020 

aggctggaca gcatggccat cgaggccctg cccttccagg actgcctctg ccagatgctg 
1080 

gacctggtca agccgaggac tgaagggaag atcacgctgc aggacctgaa gcgctgcaag 
1140 

ctggccaacg tcttcttcga caccttcttc aacatcgaga agtacctcga ccacgagcag 
1200 

aaagagcaga tctccctgct cagggacggt gacagcggcg gccccgagct ctcggactgg 
1260 

gagaagtacg cggccgagga gtacgacatc ctggtggccg aggagaccgt gggagagccc 
1320 

tgggaggacg ggttcgaggc cgagctcagc cccgtggagc agaagctgag tgcgctgcgc 
1380 

tccccgctgg cccagaggcc cttcttcgag gcgccctcac cgctgggcgc cgtggacctg 
1440 

tacgagtacg catgcgggga cgaggacctg gagccgctgt gacgccaccc gcgagaacgc 
1500 

cgccgcgggg ccgcccccca cgtgccacca ccgggccacc gcggctcgtg taaaaactgt 
1560 

tgtggaaaat gagtgcgttt gtacggaatg ataaactttt atttattcac agaagcgtgt 
1620 

tgattgccac tgtgggttcg tggctggacc tgcccagagc cctgtgcccg ggggacacgt 
1680 

agggccgcgc gtgaatggga cgggttccca cacggacacc ctccagcact tgccgttccc 
1740 

gacccggcct gggttccggg gcctgcgtct gtggaaaggg tccatgtgcg cacaacggtg 
1800 

accggcggct cccgggcgcc tcagtcctgg acaggagcct ccaccacagg ctgtgtgaat 
1860 

gttttgtgta aacgtacaaa accgtttctg gcgatcacga aa 
1902 

<210 > 3082 
<211> 414 
<212> PRT 

<213 > Homo sapiens 
<400 > 3082 

Met Asp Asp Met Gly Leu Val Ala Lys Ala Cys Gly Cys Pro Leu Tyr 
15 10 15 

Trp Lys Gly Pro Leu Phe Tyr Gly Ala Gly Gly Glu Arg Thr Gly Ser 
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20 





25 





30 



Val 

Ser 

Val 

His 

Lys 

Phe 

Val 

Ala 

Met 

Trp 

Arg 

Lys 

lie 

Leu 

Gin 

Asn 



35 





40 





45 




Cys 

His 

Asp 

Asp 

Ala 

Ala 

Lys 

Phe 

Val 

His 

Leu 

Leu 

Met 

Ser 

Pro 

Gly 


50 





55 





60 





Cys 

Asn 

Tyr 

Leu 

Val 

Gin 

Glu 

Asp 

Phe 

Val 

Pro 

Phe 

Leu 

Gin 

Asp 

Val 

65 





70 





75 





80 

Val 

Asn 

Thr 

His 

Pro 

Gly 

Leu 

Ser 

Phe 

Leu 

Lys 

Glu 

Ala 

Ser 

Glu 

Phe 





85 





90 





95 


His 

Ser 

Arg 

Tyr 

lie 

Thr 

Thr 

Val 

lie 

Gin 

Arg 

lie 

Phe 

Tyr 

Ala 

Val 




100 





105 





110 



Asn 

Arg 

Ser 

Trp 

Ser 

Gly 

Arg 

lie 

Thr 

Cys 

Ala 

Glu 

Leu 

Arg 

Arg 

Ser 



115 





120 





125 




Ser 

Phe 

Leu 

Gin 

Asn 

Val 

Ala 

Leu 

Leu 

Glu 

Glu 

Glu 

Ala 

Asp 

lie 

Asn 


130 





135 





140 





Gin 

Leu 

Thr 

Glu 

Phe 

Phe 

Ser 

Tyr 

Glu 

His 

Phe 

Tyr 

Val 

lie 

Tyr 

Cys 

145 





150 





155 





160 

Lys 

Phe 

Trp 

Glu 

Leu 

Asp 

Thr 

Asp 

His 

Asp 

Leu 

Leu 

lie 

Asp 

Ala 

Asp 





165 





170 





175 


Asp 

Leu 

Ala 

Arg 

His 

Asn 

Asp 

His 

Ala 

Leu 

Ser 

Thr 

Lys 

Met 

lie 

Asp 




180 





185 





190 



Arg 

He 

Phe 

Ser 

Gly Ala 

Val 

Thr 

Arg 

Gly 

Arg 

Lys 

Val 

Gin 

Lys 

Glu 



195 





200 





205 




Gly 

Lys 

lie 

Ser 

Tyr 

Ala 

Asp 

Phe 

Val 

Trp 

Phe 

Leu 

lie 

Ser 

Glu 

Glu 


210 





215 





220 





Asp 

Lys 

Lys 

Thr 

Pro 

Thr 

Ser 

lie 

Glu 

Tyr 

Trp 

Phe 

Arg 

Cys 

Met 

Asp 

225 





230 





235 





240 

Leu 

Asp Gly 

Asp 

Gly Ala 

Leu 

Ser 

Met 

Phe 

Glu 

Leu 

Glu 

Tyr 

Phe 

Tyr 





245 





250 





255 


Glu 

Glu 

Gin 

Cys 

Arg 

Arg 

Leu 

Asp 

Ser 

Met 

Ala 

lie 

Glu 

Ala 

Leu 

Pro 




260 





265 





270 



Phe 

Gin 

Asp 

Cys 

Leu 

Cys 

Gin 

Met 

Leu 

Asp 

Leu 

val 

Lys 

Pro 

Arg 

Thr 



275 





280 





285 




Glu 

Gly Lys 

lie 

Thr 

Leu 

Gin 

Asp 

Leu 

Lys 

Arg 

Cys 

Lys 

Leu 

Ala 

Asn 


290 





295 





300 





Val 

Phe 

Phe 

Asp 

Thr 

Phe 

Phe 

Asn 

lie 

Glu 

Lys 

Tyr 

Leu 

Asp 

His 

Glu 

305 





310 





315 





320 

Gin 

Lys 

Glu 

Gin 

lie 

Ser 

Leu 

Leu 

Arg 

Asp 

Gly Asp 

Ser 

Gly 

Gly 

Pro 





325 





330 





335 


Glu 

Leu 

Ser 

Asp 

Trp 

Glu 

Lys 

Tyr 

Ala 

Ala 

Glu 

Glu 

Tyr 

Asp 

lie 

Leu 




340 





345 





350 



Val 

Ala 

Glu 

Glu 

Thr 

Val 

Gly 

Glu 

Pro 

Trp 

Glu Asp Gly 

Phe 

Glu 

Ala 



355 





360 





365 




Glu 

Leu 

Ser 

Pro 

Val 

Glu 

Gin 

Lys 

Leu 

Ser 

Ala 

Leu 

Arg 

Ser 

Pro 

Leu 


370 





375 





380 





Ala 

Gin Arg 

Pro 

Phe 

Phe 

Glu 

Ala 

Pro 

Ser 

Pro 

Leu Gly 

Ala 

Val 

Asp 

385 





390 





395 





400 

Leu 

Tyr 

Glu 

Tyr 

Ala 

Cys 

Gly 

Asp 

Glu 

Asp 

Leu 

Glu 

Pro 

Leu 







405 





410 








<2 10> 3083 
<2 11> 610 
<212> DNA 
<213> Homo sapiens 
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<400> 3083 

ngccggccca gctgctggga acctgtcagg ccctcgggct ccagtcacct gagctggcac 
60 

agggggccac cctgtgaggt gtacattgcc gtcctgcaga gatccaggct gcacgcggcg 
120 

gactgggcag gccgggcccg ggcactggtg ggtgacagtc atacttcgtg gagcccagcg 
180 

agcatcccgg gcaagcacta ccaggctgtg ggtctgcacc tctggaaggt agagaagcgg 
240 

cgggtcaatc tgcctagggt cctgtccatg ccccccgtgg ctggcaccgc gtgccatgca 
300 

tacgaccggg aggtccacct gcgttgtgag ctctcaccgg gctactacct ggctgtcccc 
360 

agcaccttcc tgaaggacgc gccaggggag ttcctgctcc gagtcttctc taccgggcga 
420 

gtctccctta ggtgagagga accgcgcagt gctgctggct ctccgaggcc acaggccctt 
480 

ccaaggcagg atttgggcac tttccctctg tggttggcag gtgtccatgt gggaactgag 
540 

gccaccggga acctgctgcc agcgccctcc catgtttgtc ttcttggcag cgccatcagg 
600 

gcagtggcca 

610 

<210> 3084 

<211> 144 

<212> PRT 

<213 > Homo sapiens 

<400> 3084 


Xaa Arg 

Pro 

Ser 

Cys 

Trp 

Glu 

Pro 

Val 

Arg 

Pro 

Ser 

Gly 

Ser 

Ser 

His 

1 



5 





10 





15 


Leu Ser 

Trp 

His 

Arg 

Gly 

Pro 

Pro 

Cys 

Glu 

Val 

Tyr 

He 

Ala 

Val 

Leu 



20 





25 





30 



Gin Arg 

Ser 

Arg 

Leu 

His 

Ala 

Ala 

Asp 

Trp 

Ala 

Gly 

Arg 

Ala 

Arg 

Ala 


35 





40 





45 




Leu Val 

Gly 

Asp 

Ser 

His 

Thr 

Ser 

Trp 

Ser 

Pro 

Ala 

Ser 

lie 

Pro 

Gly 

50 





55 





60 





Lys His 

Tyr 

Gin 

Ala 

Val 

Gly 

Leu 

His 

Leu 

Trp 

Lys 

Val 

Glu 

Lys 

Arg 

65 




70 





75 





80 

Arg Val 

Asn 

Leu 

Pro 

Arg 

Val 

Leu 

Ser 

Met 

Pro 

Pro 

Val 

Ala 

Gly 

Thr 




85 





90 





95 


Ala Cys 

His 

Ala 

Tyr 

Asp 

Arg 

Glu 

Val 

His 

Leu Arg 

Cys 

Glu 

Leu 

Ser 



100 





105 





110 



Pro Gly 

Tyr 

Tyr 

Leu 

Ala 

Val 

Pro 

Ser 

Thr 

Phe 

Leu 

Lys 

Asp 

Ala 

Pro 


115 





120 





125 




Gly Glu 

Phe 

Leu 

Leu Arg 

Val 

Phe 

Ser 

Thr 

Gly Arg 

Val 

Ser 

Leu 

Arg 

130 





135 





140 






<210> 3085 
<211> 1080 
<212> DNA 
<213 > Homo sapiens 
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<400> 3085 

nntgtgcgga ggaggagttc catcattacg 
60 

cttctccaat aagaagatat tcagatattg 
120 

caaaagataa gaaaatggaa attaagggaa 
180 

tatgcagaca tatcaacaac agaaaccaag 
240 

agctcttcca gtgcatgtac ttcaaagaca 
300 

ctgacggagt tatttattca attagaacaa 
360 

ggattaaagg tgctgcttat ctaaaaaata 
420 

atagctgttc tgaatggaaa ccaggatccc 
480 

ctacaacaga tggggaatct gttacgttcc 
540 

ccatacaggc ctcacgttgc cattctgata 
600 

catacaagat accaaataca gaacttattc 
660 

tagtgaaaga agtaactaaa tctgtggaag 
720 

acatcattca ggaggaatat caagaatatc 
780 

ttctagagga gatacgggac ctagctctcc 
840 

aggctcttac ttcactaaga gctgtcatat 
900 

catttaatgt gtgtcactca gtgctctagt 
960 

atgtanaatg ttctcagccg ggcacggtgg 
1020 

gctgaggcgg gcggatcacg aggtcaggag 
1080 

<210> 3086 

<211> 58 

<212> PRT 

<213 > Homo sapiens 

<4 00> 3086 

Met Cys val Thr Gin Cys Ser Ser 
1 5 

Ala Tyr Met Xaa Asn Val Leu Ser 
20 

Thr Pro Ala Leu Trp Glu Ala Glu 
35 40 

He Glu Thr lie Leu Ala Asn Thr 
50 55 


gtcttgcatt agataaatat ccccacttta 
tagtaccccg cttgttaatg gcagccattt 
atctgttcag caacaaagat cttgaggaat 
cagcacagca ttctcagaag cagtctactg 
aagaccctgc caccgaggag cgttgcatat 
atggtgtgct tctatttata ccaaggtttg 
aagatggttt agtcatctca tgtggcccag 
ttcaacgatt tcaaaacaaa attacctcta 
atttgtttga ccatgtaacc gtaagaatat 
caatcagact tgaaataatt agtaacaaac 
atcagagttc ccccttgctg aagagtgagt 
aagctcagct tgcccaagaa gtcaaagtaa 
gccaaacaaa gggaaggagc ctatacacac 
tggatgtttc aaacaattat ggaatatgag 
gtgaatgttt tacagtcttt tcaaacttaa 
cgatcaggac tgggtagcta tttcgcatat 
ctcacgcctg taaccccagc actttgggag 
attgagacca tcctggctaa cacggtgaaa 


Arg Ser Gly Leu Gly Ser Tyr Phe 
10 15 

Arg Ala Arg Trp Leu Thr Pro Val 
25 30 

Ala Gly Gly Ser Arg Gly Gin Glu 
45 

Val Lys 
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<210> 3087 
<211> 2329 
<212> DNA 

<213> Homo sapiens 
<400> 3087 

naggagaagc atctggacga tgaggaaaga aggaagcgaa aggaagagaa gaagcggaag 
60 

cgagagaggg agcactgtga cacggaggga gaggctgacg actttgatcc tgggaagaag 
120 

gtggaggtgg agccgccccc agatcggcca gtccgagcgt gccggacaca gcagccggaa 
180 

atggagcgca cccatattca gcaactcctg gaacacttcc tccgccagct tcagagaaaa 
240 

gatccccatg gattttttgc ttttcctgtc acggatgcaa ttgctcctgg atattcaatg 
300 

ataataaaac atcccatgga ttttggcacc atgaaagaca aaattgtagc taatgaatac 
360 

aagtcagtta cggaatttaa ggcagatttc aagctgatgt gtgataatgc aatgacatac 
420 

aataggccag ataccgtgta ctacaagttg gcgaagaaga tccttcacgc aggctttaag 
480 

atgatgagca aacaggcagc tcttttgggc aatgaagata cagctgttga ggaacctgtc 
540 

cctgaagttg taccagtaca agtagaaact gccaagaaat ccaaaaagcc gagtagagaa 
600 

gttatcagct gcatgtttga gcctgaaggg aatgcctgca gcttgacgga cagtaccgca 
660 

gaggagcacg tgctggcgct ggtggagcac gcagctgacg aagctcggga caggatcaac 
720 

cggttcctcc caggcggcaa gatgggctat ctgaagagga acggggacgg gagcctgctc 
78 0 

tacagcgtgg tcaacacggc cgagccgaac gctgatgagg aggagaccca cccggtgact 
840 

tgagctcgct ctccagtaag ctactcccag gcttcaccac gctgggcttc aaagacgaga 
900 

gaagaaacaa agtcaccttt ctctccagtg ccactactgc gctttcgatg cagaataatt 
960 

cagtatttgg cgacttgaag tcggacgaga tggagctgct ctactcagcc tacggagatg 
1020 

agacaggcgt gcagtgtgcg ctgagcctgc aggagtttgt gaaggatgct gggagctaca 
1080 

gcaagaaagt ggtggacgac ctcctggacc agatcacagg cggagaccac tctaggacgc 
1140 

tcttccagct gaagcagaga agaaatgttc ccatgaagcc tccagatgaa gccaaggttg 
1200 

gggacaccct aggagacagc agcagctctg ttctggagtt catgtcgatg aagtcctatc 
1260 

ccgacgtttc tgtggatatc tccatgctca gctctctggg gaaggtgaag aaggagctgg 
1320 

accctgacga cagccatttg aacttggatg agacgacgaa gctcctgcag gacctgcacg 
1380 

aagcacaggc ggagcgcggc ggctctcggc cgtcgtccaa cctcagctcc ctgtccaacg 
1440 
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cctccgagag ggaccagcac cacctgggaa gcccttctcg cctgagtgtc ggggagcagc 
1500 

cagacgtcac ccacgacccc tatgagtttc ttcagtctcc agagcctgcg gcctctgcca 
1560 

agacctaact ctagaccacc ttcagctctt ttattttatt tttttagttt tattttgcac 
1620 

gtgtagagtt tttgtcatca gacaaggact ttgatcctgt cccctttggc atgcgggaag 
1680 

cagccgcggg gaggtaatga attgtctgtg gtatcatgtc agcagagtct ccaagcccca 
1740 

cgaaccctga ggagtggagt catacgcgaa ggccatatgg ccatcgtgtc agcagagaga 
1800 

gtctctgtac acagccccgt gaaccctgag gagtggagtc atacacgaag ggcgtgtggc 
1860 

catcgtgtca gcagagagag tctctgtaca cagccccgtg aaccctgagg agtggagtca 
1920 

tacgcgaagg gtgtgtggcc aggctgcaga gctgcgtgcc gtttgtgtcc gagcatcacg 
1980 

tgtggctcca gcccttgttt ctgccagtgt agacacctct gtctgcccca ctgtcctggg 
2040 

gtcgctcttg ggaggcacag gcatgggtgt gtctggcctc attctgtatc agtccagtgt 
2100 

gttcctgtca tagtttgtgt ctcccaggca ggccatggta ggggcctcgc aggggccatt 
2160 

ggggagcaca gggccaggct ggggtgagga gagctcccct gttttctgtt taattgatga 
2220 

gcctgggaaa ggagtgtgtt ctgcctgccc gttacagtgg agcgttccgt gtccataaaa 
2280 

cgttttctaa ctgggaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaa 
2329 

<210> 3088 
<211> 280 
<212 > PRT 

<213> Homo sapiens 
<400> 3088 


xaa 

Glu 

Lys 

His 

Leu 

Asp 

Asp 

Glu 

Glu 

Arg Arg Lys 

Arg 

Lys 

Glu 

Glu 

1 




5 





10 




15 


Lys 

Lys 

Arg 

Lys 

Arg 

Glu 

Arg 

Glu 

His 

Cys Asp 

Thr 

Glu 

Gly 

Glu 

Ala 




20 





25 




30 



Asp Asp 

Phe 

Asp 

Pro 

Gly 

Lys 

Lys 

Val 

Glu Val 

Glu 

Pro 

Pro 

Pro 

Asp 



35 





40 




45 




Arg 

Pro 

Val 

Arg 

Ala 

Cys 

Arg 

Thr 

Gin 

Gin Pro 

Glu 

Met 

Glu 

Arg 

Thr 


50 





55 




60 





His 

He 

Gin 

Gin 

Leu 

Leu 

Glu 

His 

Phe 

Leu Arg 

Gin 

Leu 

Gin 

Arg 

Lys 

65 





70 




75 





80 

Asp 

Pro 

His 

Gly 

Phe 

Phe 

Ala 

Phe 

Pro 

Val Thr 

Asp 

Ala 

lie 

Ala 

Pro 





85 





90 




95 


Gly Tyr 

Ser 

Met 

lie 

lie 

Lys 

His 

Pro 

Met Asp 

Phe 

Gly 

Thr 

Met 

Lys 




100 





105 




110 



Asp 

Lys 

lie 

Val 

Ala 

Asn 

Glu 

Tyr 

Lys 

Ser Val 

Thr 

Glu 

Phe 

Lys 

Ala 



115 





120 




125 




Asp 

Phe 

Lys 

Leu 

Met 

Cys 

Asp 

Asn 

Ala 

Met Thr 

Tyr 

Asn 

Arg 

Pro 

Asp 
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130 





135 


Thr 

145 

Val 

Tyr Tyr 

Lys 

Leu 

150 

Ala 

Lys 

Met 

Met 

Ser 

Lys 

Gin 

165 

Ala 

Ala 

Leu 

Glu 

Glu 

Pro 

Val 

180 

Pro 

Glu 

val 

Val 

Lys 

Ser 

Lys 

195 

Lys 

Pro 

Ser 

Arg 

Glu 

200 

Glu 

Gly 

210 

Asn 

Ala 

Cys 

Ser 

Leu 

215 

Thr 

Leu 

225 

Ala 

Leu 

Val 

Glu 

His 

230 

Ala 

Ala 

Arg 

Phe 

Leu 

Pro 

Gly 

245 

Gly 

Lys 

Met 

Gly 

Ser 

Leu 

Leu 

260 

Tyr 

Ser 

Val 

val 

Glu 

Glu 

Glu 

275 

Thr 

His 

Pro 

Val 

Thr 

280 


<210> 3089 
<211> 722 
<212 > DNA 
<213 > Homo sapiens 

<400> 3089 
ncagctttgg accaagcgac catgagaggg 
60 

ggagacgtgc tggacacact ggaggcgctg 
120 

gcccttacaa aggcggcaga gggtggatta 
180 

tggttaggct ctcaaataaa atcattatgc 
240 

agagatgacc tagagagctt ccagcttgag 
300 

ccatactcgg tactcgtctc aggagacatt 
360 

ttgaaacttc tgttgttttt aagtacagaa 
420 

aaacataaaa attctcaatt agataaaaat 
480 

tttgatacac ttggtatacc caagtcaaca 


140 


Lys 

He 

Leu 

155 

His 

Ala 

Gly 

Phe 

Lys 

160 

Leu Gly 
170 

Asn 

Glu 

Asp 

Thr 

Ala 

175 

Val 

Pro 

185 

Val 

Gin 

Val 

Glu 

Thr 

190 

Ala 

Lys 

Val 

lie 

Ser 

Cys 

Met 

205 

Phe 

Glu 

Pro 

Asp 

Ser 

Thr 

Ala 

220 

Glu 

Glu 

His 

Val 

Asp 

Glu 

Ala Arg 
235 

Asp 

Arg 

lie 

Asn 

240 

Gly Tyr 
250 

Leu 

Lys 

Arg 

Asn 

Gly Asp 
255 

Asn 

265 

Thr 

Ala 

Glu 

Pro 

Asn 

270 

Ala 

Asp 


ccagagctcg ggcccgaaac cagcatggag 
gggtataaag gaccattgtt agaagagcaa 
tcttcacctg aattttcaga gctctgtatt 
aacttggaag aaagtatcac gtctgctggg 
ataagtgggt ttttaaaaga gatggcctgt 
aaagagcgcc tcacaaagaa ggatgactgc 
cttcaagctt tacaaatatt acagaacaag 
agtgaagttt atcaggaagt tcaagctatg 
acttctgaca ttccgcatat gctaaaccaa 


540 


gtggaatcaa aggtgaaaga tattctctca aaggtccaga aaaatcatgt gggaaaacca 
600 

ctactgaaaa tggatttaaa ttcagaacag gcggaacaac. tggaaagaat caatgatgct 
660 


ctttcctgtg aatatgagtg ccgccgacga atgttaatga aacgattaga tgtgactgta 

720 

ca 


722 

<210 > 3090 


2305 



WO 00/58473 


PCT/US00/08621 


<211> 240 
<212 > PRT 

<213 > Homo sapiens 


<4 00> 3090 


Xaa 

Ala 

Leu 

Asp 

Gin 

Ala 

Thr 

Met 

Arg 

Gly 

Pro 

Glu 

Leu 

Gly 

Pro 

Glu 

l 




5 





10 





15 


Thr 

Ser 

Met 

Glu 

Gly 

Asp 

Val 

Leu 

Asp 

Thr 

Leu 

Glu 

Ala 

Leu 

Gly 

Tyr 




20 





25 





30 



Lys 

Gly 

Pro 

Leu 

Leu 

Glu 

Glu 

Gin 

Ala 

Leu 

Thr 

Lys 

Ala 

Ala 

Glu 

Gly 


35 





40 





45 




Gly Leu 

Ser 

Ser 

Pro 

Glu 

Phe 

Ser 

Glu 

Leu 

Cys 

lie 

Trp 

Leu 

Gly 

Ser 


50 





55 





60 





Gin 

He 

Lys 

Ser 

Leu 

Cys 

Asn 

Leu 

Glu 

Glu 

Ser 

lie 

Thr 

Ser 

Ala 

Gly 

65 





70 





75 





80 

Arg Asp 

Asp 

Leu 

Glu 

Ser 

Phe 

Gin 

Leu 

Glu 

lie 

Ser Gly 

Phe 

Leu 

Lys 





85 





90 





95 


Glu 

Met 

Ala 

Cys 

Pro 

Tyr 

Ser 

Val 

Leu 

Val 

Ser 

Gly Asp 

lie 

Lys 

Glu 




100 





105 





110 



Arg 

Leu 

Thr 

Lys 

Lys 

Asp 

Asp 

Cys 

Leu 

Lys 

Leu 

Leu 

Leu 

Phe 

Leu 

Ser 



115 





120 





125 




Thr 

Glu 

Leu 

Gin 

Ala 

Leu 

Gin 

lie 

Leu 

Gin 

Asn 

Lys 

Lys 

His 

Lys 

Asn 


130 





135 





140 





Ser 

Gin 

Leu 

Asp 

Lys 

Asn 

Ser 

Glu 

Val 

Tyr 

Gin 

Glu 

Val 

Gin 

Ala 

Met 

145 





150 





155 





160 

Phe 

Asp 

Thr 

Leu 

Gly 

lie 

Pro 

Lys 

Ser 

Thr 

Thr 

Ser 

Asp 

lie 

Pro 

His 





165 





170 





175 


Met 

Leu 

Asn 

Gin 

Val 

Glu 

Ser 

Lys 

Val 

Lys 

Asp 

lie 

Leu 

Ser 

Lys 

Val 




180 





185 





190 



Gin 

Lys 

Asn 

His 

Val 

Gly 

Lys 

Pro 

Leu 

Leu 

Lys 

Met 

Asp 

Leu 

Asn 

Ser 



195 





200 





205 




Glu 

Gin 

Ala 

Glu 

Gin 

Leu 

Glu 

Arg 

lie 

Asn 

Asp 

Ala 

Leu 

Ser 

Cys 

Glu 


210 





215 





220 





Tyr Glu 

Cys 

Arg 

Arg 

Arg 

Met 

Leu 

Met 

Lys 

Arg 

Leu Asp 

Val 

Thr 

val 

225 





230 





235 





240 


<210> 3091 
<211> 333 
<212> DNA 

<213> Homo sapiens 
<4 00> 3091 

acgcgtgaag ggggcggagg ggaaggaagc cctggggagc agctgctcac ccctttgcca 
60 

caccatcttg gcctggcagg ggtctgggac tgacagggag caccccaggc ccttggtacc 
120 

cccagggcga ccccttctgc caagtgtccc aaaatgattg ctaaatgcct ggctccccca 
180 

ctctttgact ccatctcttg gttccctctt tctgctgcca gctcccccga ctcttccctg 
240 

gggactcctt tttgtgtccc ccttctcccc tgcccctact gccaggcaga tccccttttc 
300 

ttccataccc atccctgcct ccctgctcgg ccg 
333 
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<210> 3092 
<211> 104 
<212> PRT 

<213> Homo sapiens 

<400> 3092 
Met Gly Met Glu 
1 

Lys Gly Asp Thr 
20 

Ser Arg Lys Arg 
35 

Ala Phe Ser Asn 
50 

Gly Thr Lys Gly 
65 

Ala Lys Met Val 

Phe Pro Ser Ala 
100 

<210> 3093 
<211> 720 
<212> DNA 
<213 > Homo sapiens 

<4 00> 3093 

nnaccggttt gtccaaggag gctggcctga ccacttacag cctgtccctg gctctggtgt* 
60 

gaggagcatt aggcccagct cagggtcctc tggcttcaga gccagctggc gtgggcatcc 
120 

agggggcago ctgtgggcag tgactctgtc tgtctttgga caggacaagg actgccatcc 
180 

accatggtga agctgggctg cagcttctct gggaagccag gtaaagaccc tggggaccag 
240 

gatggggctg ccatggacag tgtgcctctg atcagcccct tggacatcag ccagctccag 
300 

ccgccactcc ctgaccaggt ggtcatcaag acacagacag aataccagct gtcctcccca 
360 

gaccagcaga atttccctga cctggagggc cagaggctga actgcagcca cccagaggaa 
420 

gggcgcaggc tgcccaccgc acggatgatc gccttcgcca tggcgctact gggctgcgtg 
480 

ctgatcatgt acaaggccat ctggtacgac cagttcacct gccccgacgg cttcctgctg 
540 

cggcacaaga tctgcacgcc gctgaccctg gagatgtact acacggagat ggaccccgag 
600 

cgccaccgca gcatcctggc ggccatcggg gcctacccgc tgagccgcaa gcacggcacg 
660 

gagacgccgg cggcctgggg ggacggctac cgcgcagcca aggaggagcg caaggggccc 
720 

<210> 3094 


Glu Lys Gly lie Cys Leu Ala Val Gly Ala Gly Glu 
5 10 15 

Lys Arg Ser Pro Gin Gly Arg Val Gly Gly Ala Gly 
25 30 

Glu Pro Arg Asp Gly Val Lys Glu Trp Gly Ser Gin 
40 45 

His Phe Gly Thr Leu Gly Arg Arg Gly Arg Pro Gly 
55 60 

Leu Gly Cys Ser Leu Ser Val Pro Asp Pro Cys Gin 
70 75 80 

Trp Gin Arg Gly Glu Gin Leu Leu Pro Arg Ala Ser 
85 90 95 

Pro Phe Thr Arg 
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<211> 179 
<212> PRT 
<213 > Homo sapiens 


<400> 3094 


Met Val 

Lys 

Leu 

Gly 

Cys 

Ser 

Phe 

Ser 

Gly 

Lys 

Pro 

Gly Lys 

Asp 

Pro 

1 



5 





10 





15 


Gly Asp 

Gin 

Asp 

Gly 

Ala 

Ala 

Met 

Asp 

Ser 

Val 

Pro 

Leu 

lie 

Ser 

Pro 



20 





25 





30 



Leu Asp 

He 

Ser 

Gin 

Leu 

Gin 

Pro 

Pro 

Leu 

Pro Asp 

Gin 

Val 

Val 

lie 


35 





40 





45 




Lys Thr 

Gin 

Thr 

Glu 

Tyr 

Gin 

Leu 

Ser 

Ser 

Pro Asp 

Gin 

Gin 

Asn 

Phe 

50 





55 





60 





Pro Asp 

Leu 

Glu 

Gly 

Gin 

Arg 

Leu 

Asn 

Cys 

Ser 

His 

Pro 

Glu 

Glu Gly 

65 




70 





75 





80 

Arg Arg 

Leu 

Pro 

Thr 

Ala 

Arg 

Met 

lie 

Ala 

Phe 

Ala 

Met 

Ala 

Leu 

Leu 




85 





90 





95 


Gly Cys 

Val 

Leu 

lie 

Met 

Tyr 

Lys 

Ala 

lie 

Trp 

Tyr 

Asp Gin 

Phe 

Thr 



100 





105 





110 



Cys Pro 

Asp 

Gly 

Phe 

Leu 

Leu Arg 

His 

Lys 

lie 

Cys 

Thr 

Pro 

Leu 

Thr 


115 





120 





125 




Leu Glu 

Met 

Tyr 

Tyr 

Thr 

Glu 

Met 

Asp 

Pro 

Glu Arg 

His 

Arg 

Ser 

lie 

130 





135 





140 





Leu Ala 

Ala 

lie 

Gly 

Ala 

Tyr 

Pro 

Leu 

Ser 

Arg 

Lys 

His Gly 

Thr 

Glu 

145 




150 





155 





160 

Thr Pro 

Ala 

Ala 

Trp 

Gly 

Asp Gly Tyr 

Arg 

Ala 

Ala 

Lys 

Glu 

Glu Arg 




165 





170 





175 


Lys Gly 

Pro 















<210> 3095 

<211> 519 

<212> DNA 

<213 > Homo sapiens 

<400> 3095 

ggtgggattt caccggcaca ttcatgtacc catagcggtg ctcattgcac acgtggacgg 
60 

agaccccagc agcaggcctc agctcatgtg actcggccct ctaagaggcc cagcaagata 
120 

gggtttgacg aggtctttgt catcagcctg gctcgcaggc ctgaccgtcg ggaacgcatg 
180 

ctcgcctcgc tctgggagat ggagatctct gggagggtgg tggatgctgt ggatggctgg 
240 

atgctcaaca gcagtgccat caggaacctc ggcgtagacc tgctcccggg ctaccaggac 
300 

ccttactcgg gccgcactct gaccaagggc gaggtgggct gcttcctcag ccattactcc 
360 

atctgggaag agcgagcagt acaaggcaca cttctggcca cgggacctgg tggccttctc 
420 

cgcccagccc ctgctcgctg cccctaccca ctatgccggg gacgccgagt ggctcagtga 
480 

cacggagaca tcctctccat gggatgatgc cagcggccg 
519 
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<210> 3096 
<211> 159 
<212> PRT 

<213> Homo sapiens 
<400> 3096 

Gly Gly lie Ser Pro Ala His Ser Cys Thr His Ser Gly Ala His Cys 
1 5 10 ^ 

Thr Arg Gly Arg Arg Pro Gin Gin Gin Ala Ser Ala His Val Thr Arg 
20 25 30 

Pro Ser Lys Arg Pro Ser Lys lie Gly Phe Asp Glu Val Phe Val lie 
35 40 45 

Ser Leu Ala Arg Arg Pro Asp Arg Arg Glu Arg Met Leu Ala Ser Leu 
50 55 50 

Trp Glu Met Glu He Ser Gly Arg Val Val Asp Ala Val Asp Gly Trp 

65 70 75 80 

Met Leu Asn Ser Ser Ala lie Arg Asn Leu Gly Val Asp Leu Leu Pro 

85 90 95 

Gly Tyr Gin Asp Pro Tyr Ser Gly Arg Thr Leu Thr Lys Gly Glu Val 
100 105 HO 

Gly Cys Phe Leu Ser His Tyr Ser lie Trp Glu Glu Arg Ala Val Gin 
115 120 125 

Gly Thr Leu Leu Ala Thr Gly Pro Gly Gly Leu Leu Arg Pro Ala Pro 
130 135 140 

Ala Arg Cys Pro Tyr Pro Leu Cys Arg Gly Arg Arg Val Ala Gin 

145 150 155 

<210> 3097 
<211> 4953 
<212> DNA 

<213> Homo sapiens 
<400> 3097 

aggcatccag gatgcggtgc ggggcggccc ggtgcccccc cgccccgtca cggcagccgc 
60 

ggcggccgag gggaccgggc cagggccggg ggcggcggcc cgagccgcgg tagcggcggc 
120 

ggcgggaggg gcggcctgag ggcggacggg cgggcgcccg ggttgcgggg gctcggtgcc 
180 

gctccgcact gcccggccgg tctcggcccc ggcgccatga gtggcggcgg cggcggaggg 
240 

ggctcggcgc ccagtcgctt cgccgactac tttgtcatct gcggactgga cacggagacc 
300 

gggctggagc cggacgagct gtcggcatta tgccagtaca tacaggcttc taaagccagg 
360 

gatggtgcca gccctttcat ttcaagtacg actgaaggag aaaattttga gcagacacca 
420 

ttgagaagaa cattcaaatc taaggtcctt gcacgatatc ctgagaacgt agaatggaat 
480 

ccctttgacc aagatgcagt aggaatgcta tgtatgccga aagggctggc attcaagacc 
540 

caggctgatc ccagggagcc ccaattccat gcctttatta tcacaaggga ggatggctct 
600 
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cggacatttg ggtttgccct 
660 

gcaatgcaga ccctctacca 
720 

gctgatgaca gagaccagag 
780 

cagcgcttca actcctatga 
840 

ctcatcacac ccatgtcttt 
900 

gcagtcactt cacctcagcc 
960 

tacgaggtgc cgctcccacc 
1020 

ataatctgcc agagaccaag 
1080 

gtttttgaac tgctcggggt 
1140 

tttcaaatcc tgctctactc 
1200 

acagctctca tgtttccttt 
1260 

ctcctgcatt tcttagatgc 
1320 

gatgaccggt caaagctgga 
1380 

aaccacttca ttgagttgcc 
1440 

caggaagtct ctgagattct 
1500 

agtgagagtg cctccaagct 
1560 

aatgggaaca ttgctggctc 
1620 

attgcccggc tgcaagcctt 
1680 

cgtgaagacc ccagcagcaa 
1740 

atttaccagc taaacattca 
1800 

gcagattatg aggtgtttgt 
1860 

agggagcaaa tgcaaaactt 
1920 

ctgcccttcc tctcaagatt 
1980 

ataatgtgtc atgatgatga 
2040 

gacaagatca ggctgttgaa 
2100 

tgtaccactg tggatgaagc 
2160 

actgcaattc acccacattt 
2220 


cacattttat gaagaggtga 
catgcacaat gctgagtatg 
cagcatggag gatggtgaag 
cattagccgg gacactctct 
catgaaggca tgtcggagcg 
ccctccactg ccccttgaga 
tcctggccgg tccttgaagt 
taccaatgag cttcccctat 
ggagaatgtg tttcagcttt 
acagcattac cagagactga 
ccagtggcag catgtctatg 
tcctgttcca tacctgatgg 
gctgcctcaa gaggctaacc 
agaggacttg ccacagttcc 
catggcattt ggaattcccc 
gaagaggctg cgggcctctg 
ccctttgcat tcctacgagc 
ggtcaagaga actggggtga 
taaggatctc aaagttcagt 
gatccgggaa gtttttgcaa 
catccaaccc agccaggata 
tgataaagca tcttttctgt 
cctggagacc cagatgtttg 
tgataaagac cctgtactcc 
tgttcggaca cctactctcc 
agagaaagca attgagctgc 
acttgacatg aagattggac 


ctagcaagca gatctgcagt 
atgtcctaca tgctccccct 
acactcctgt gaccaaactg 
acgtctctaa gtgcatctgc 
tgccgggcca actccaccag 
gctacatata caacgtactc 
tttctggggt ctattggcca 
ttgactttcc tgtcaaagag 
ttacttgtgc ccttctggag 
tgactgtggc ggagacgatt 
tccctattct cccagcttct 
gtttgcattc caatggcctg 
tctgctttgt ggacattgac 
ccaacaaatt ggagtttgtc 
ctgaagggaa tcttcattgc 
agcttgtctc ggacaagagg 
ttcttaagga gaatgaaact 
gcctggaaaa gttggaagtg 
gtgatgaaga agaactcagg 
atcgtttcac tcagatgttt 
aggaatcctg gtttaccaac 
cagatcagcc tgagccctac 
catttttcat tgacaacaaa 
gggtatttga ttcccgagtt 
gtacatccat gtaccagaag 
gtctggcaaa aattgaccat 
aagggaaata tgagccgggc 
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ttcttcccta agctgcagtc tgatgtactt tgcactgggc cagccagcaa caagtggaca 
2280 

aaaaggaatg cccctgcaca gtggaggcgg aaagaccggc agaagcagca cacagaacac 
2340 

ttgcgcttag acaatgacca gagagagaag tacatccagg aagccaggac tatgggcagc 
2400 

actatccgcc agcccaaact gtccaacctc tctccatcag tgattgccca gaccaattgg 
2460 

aagtttgtag agggcctgct gaaggaatgc cgcaataaga ccaagaggat gctggtggaa 
2520 

aagatgggcc gagaagctgt ggagctaggg catggggagg tgaacatcac aggggtggaa 
2580 

gagaacaccc tgattgccag cctttgtgat ctcctggaaa ggatctggag tcatggacta 
2640 

caagtgaaac aggggaaatc agccttatgg tcccacctgt tacattatca ggacaaccgg 
2700 

cagagaaaac tcacatcagg aagcctcagt acctcaggaa tacttcttga ttcagaacgt 
2760 

aggaagtctg atgccagctc actcatgcct cccctgagga tctccctgat tcaggatatg 
2820 

aggcacatcc agaacatcgg ggaaatcaag actgatgtgg gaaaggccag agcatgggtg 
2880 

cgactgtcca tggaaaaaaa gttactttcc agacacctga agcagctcct ctcagaccat 
2940 

gagctcacca aaaagttata taagcgctat gccttcctgc gctgtgatga cgagaaggag 
3000 

cagttcctct atcacctcct gtctttcaat gccgtcgatt acttttgctt caccaatgtc 
3060 

ttcacaacta tcctgatccc gtaccacatt ctgatcgtac caagcaagaa gctggggggc 
3120 

tccatgttca ctgccaaccc atggatctgt atatcaggag aattgggtga gacacagatc 
3180 

atgcagattc ccaggaatgt gctagagatg accttcgagt gccagaactt ggggaagctt 
3240 

actactgtcc agattggcca tgataactct gggctgtatg ccaaatggct ggtggagtat 
3300 

gtgatggtca ggaatgagat cacaggacat acctacaagt tcccgtgtgg ccggtggtta 
3360 

gggaagggca tggatgatgg aagcctggag cggatcctag ttggggagct gctcacatcc 
3420 

cagcctgagg tggatgagag gccatgccgg accccgccgc tgcagcagtc ccccagtgtc 
3480 

atccggaggc ttgttaccat ctcacccaac aacaagccca agctgaacac tgggcagatc 
3540 

caggagtcca tcggggaggc agtcaatggc attgtgaagc acttccataa gcctgagaaa 
3600 

gagcgaggca gtctgacgct gttgctctgt ggagagtgtg gccttgtctc ggccttggaa 
3660 

caggctttcc agcatggatt taaatcgccc cggctcttca aaaatgtctt catctgggat 
3720 

ttcctggaaa aagcacaaac ctattatgag acattagaga agaatgaagt agtccctgag 
3780 

gaaaactggc atacaagagc ccggaacttc tgccgatttg tcactgcaat caacaatact 
3840 
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ccccggaaca tcggcaagga tggcaagttt cagatgctgg tgtgcttggg agccagagat 
3900 

cacctcctac accactggat tgccctgctg gctgactgcc ccatcactgc acacatgtat 
3960 

gaggatgtgg cactgatcaa agaccataca cttgtcaatt ccttgattcg tgtgctgcag 
4020 

acattgcagg agttcaacat cacgctggag acgtcccttg tcaagggcat cgacatctga 
4080 

cctcccagca ccagccagca gcaggactga gaaagactca ccctgcagct ctgacctttt 
4140 

ttcccaaagg gacttaagcg attgtgcagg agtaggagac aaaatgtaca ctcactgtaa 
4200 

aaagaaaact agaggatttt tggaataaat aatctatttt agagtttatt tgctgatttg 
4260 

ctttttacac actttcatgt gaaagagtga tagggagagg gagcgaggct ggtgccgctt 
4320 

attttgaagc tggtgccccc cctcgccgtg gccacatgct ggaagcctga ggcctccctg 
4380 

gactgagcct gtggcactgc gtgcgggaca gttatgtttc cttgccccgt cgcattaatg 
4440 

aggcccttcc acatcatttt taaactaatg tttttctata ttaacattat tatggatatt 
4500 

tggctttcat aggccacaca caggtgtgct gcgcgggaag ccccatgctc caatcaaagg 
4560 

gatttttagt agtgcctcta agcaagcacc gatgagtcag tcccacgtat tttctttttt 
4620 

gtcagtattg tttgggaagg agacatgccg ggatgtgtca tcgtgccaaa taccacattt 
4680 

cctgttggca cagtttcaca gaagtaaaca taagcatgtt ttaacaggtt tttcttttct 
4740 

tttttctttt ttaaaatgtt ttatttattt aacccgccat tgtgtgtttt taagtatttt 
4800 

ctttttttaa ggaaaggaaa agcttgtcac aatctaactg gctatgttat tattattaaa 
4860 

tttatgtttt gcaacttaga aaccagctac agtatggccc acttaataaa acacctgaaa 
4920 

caaaaaaaaa aaaaaaaaaa aaaaaaaaaa aat 
4953 

<210> 3098 
<211> 1359 
<212> PRT 

<213 > Homo sapiens 
<400> 3098 

Arg His Pro Gly Cys Gly Ala Gly Arg Pro Gly Ala Pro Pro Pro Arg 
1 5 10 15 

His Gly Ser Arg Gly Gly Arg Gly Asp Arg Ala Arg Ala Gly Gly Gly 
20 25 30 

Gly Pro Ser Arg Gly Ser Gly Gly Gly Gly Arg Gly Gly Leu Arg Ala 
35 40 45 

Asp Gly Arg Ala Pro Gly Leu Arg Gly Leu Gly Ala Ala Pro His Cys 
50 55 60 

Pro Ala Gly Leu Gly Pro Gly Ala Met Ser Gly Gly Gly Gly Gly Gly 
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65 ' 





70 





75 





80 

Gly 

Ser 

Ala 

Pro 

Ser Arg 

Phe 

Ala 

Asp 

Tyr 

Phe 

Val 

lie 

Cys 

Gly 

Leu 





85 





90 





95 


Asp 

Thr 

Glu 

Thr 

Gly Leu 

Glu 

Pro 

ASp 

Glu 

Leu 

Ser 

Ala 

Leu 

Cys 

Gin 




100 





105 





110 



Tyr 

lie 

Gin 

Ala 

Ser 

Lys 

Ala 

Arg 

Asp 

Gly 

Ala 

Ser 

Pro 

Phe 

lie 

Ser 



115 





120 





125 




Ser 

Thr 

Thr 

Glu 

Gly Glu 

Asn 

Phe 

Glu 

Gin 

Thr 

Pro 

Leu 

Arg 

Arg 

Thr 


130 





135 





140 





Phe 

Lys 

Ser 

Lys 

Val 

Leu 

Ala 

Arg 

Tyr 

Pro 

Glu 

Asn 

Val 

Glu 

Trp 

Asn 

145 





150 





155 





160 

Pro 

Phe 

Asp 

Gin 

Asp Ala 

Val 

Gly 

Met 

Leu 

Cys 

Met 

Pro 

Lys 

Gly 

Leu 





165 





170 





175 


Ala 

Phe 

Lys 

Thr 

Gin 

Ala 

Asp 

Pro 

Arg 

Glu 

Pro 

Gin 

Phe 

His 

Ala 

Phe 




180 





185 





190 



lie 

He 

Thr 

Arg 

Glu Asp Gly 

Ser 

Arg 

Thr 

Phe 

Gly 

Phe 

Ala 

Leu 

Thr 



195 





200 





205 




Phe 

Tyr 

Glu 

Glu 

Val 

Thr 

Ser 

Lys 

Gin 

lie 

Cys 

Ser 

Ala 

Met 

Gin 

Thr 


210 





215 





220 





Leu 

Tyr 

His 

Met 

His 

Asn 

Ala 

Glu 

Tyr 

Asp 

Val 

Leu 

His 

Ala 

Pro 

Pro 

225 





230 





235 





240 

Ala 

Asp 

Asp 

Arg 

Asp 

Gin 

Ser 

Ser 

Met 

Glu 

Asp 

Gly 

Glu 

Asp 

Thr 

Pro 





245 





250 





255 


Val 

Thr 

Lys 

Leu 

Gin Arg 

Phe 

Asn 

Ser 

Tyr 

Asp 

lie 

Ser 

Arg 

Asp 

Thr 




260 





265 





270 



Leu 

Tyr 

Val 

Ser 

Lys 

Cys 

lie 

Cys 

Leu 

lie 

Thr 

Pro 

Met 

Ser 

Phe 

Met 



275 





280 





285 




Lys 

Ala 

Cys 

Arg 

Ser 

Val 

Pro 

Gly 

Gin 

Leu 

His 

Gin 

Ala 

Val 

Thr 

Ser 


290 





295 





300 





Pro 

Gin 

Pro 

Pro 

Pro 

Leu 

Pro 

Leu 

Glu 

Ser 

Tyr 

lie 

Tyr 

Asn 

Val 

Leu 

305 





310 





315 





320 

Tyr 

Glu 

Val 

Pro 

Leu 

Pro 

Pro 

Pro 

Gly 

Arg 

Ser 

Leu 

Lys 

Phe 

Ser 

Gly 





325 





330 





335 


Val 

Tyr 

Trp 

Pro 

lie 

lie 

Cys 

Gin 

Arg 

Pro 

Ser 

Thr 

Asn 

Glu 

Leu 

Pro 




340 





345 





350 



Leu 

Phe 

Asp 

Phe 

Pro 

Val 

Lys 

Glu 

Val 

Phe 

Glu 

Leu 

Leu 

Gly 

Val 

Glu 



355 





360 





365 




Asn 

Val 

Phe 

Gin 

Leu 

Phe 

Thr 

Cys 

Ala 

Leu 

Leu 

Glu 

Phe 

Gin 

lie 

Leu 


370 





375 





380 





Leu Tyr 

Ser 

Gin 

His 

Tyr Gin 

Arg 

Leu 

Met 

Thr 

Val 

Ala 

Glu 

Thr 

lie 

385 





390 





395 





400 

Thr 

Ala 

Leu 

Met 

Phe 

Pro 

Phe 

Gin 

Trp 

Gin 

His 

Val 

Tyr 

Val 

Pro 

lie 





405 





410 





415 


Leu 

Pro 

Ala 

Ser 

Leu 

Leu 

His 

Phe 

Leu 

Asp 

Ala 

Pro 

Val 

Pro 

Tyr 

Leu 




420 





425 





430 



Met 

Gly 

Leu 

His 

Ser 

Asn Gly 

Leu 

Asp 

Asp 

Arg 

Ser 

Lys 

Leu 

Glu 

Leu 



435 





440 





445 




Pro 

Gin 

Glu 

Ala 

Asn 

Leu Cys 

Phe 

Val 

Asp 

lie 

Asp 

Asn 

His 

Phe 

lie 


450 





455 





460 





Glu 

Leu 

Pro 

Glu 

Asp 

Leu 

Pro 

Gin 

Phe 

Pro 

Asn 

Lys 

Leu 

Glu 

Phe. 

Val 

465 





470 





475 





480 

Gin 

Glu 

Val 

Ser 

Glu 

lie 

Leu 

Met 

Ala 

Phe 

Gly 

lie 

Pro 

Pro 

Glu 

Gly 





485 





490 





495 


Asn 

Leu 

His 

Cys 

Ser 

Glu 

Ser 

Ala 

Ser 

Lys 

Leu 

Lys 

Arg 

Leu 

Arg 

Ala 
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Ser 

Glu 

Leu 

500 

Val 

Leu 

His 

515 

Ser 

Tyr 

Gin 

530 

Ala 

Leu 

Val 

545 

Arg 

Glu 

Asp 

Pro 

Glu 

Glu 

Leu 

Arg 

Ala 

Asn 

Arg 

580 

Phe 

Gin 

Pro 

595 

Ser 

Gin 

Gin 

610 

Asn 

Phe 

Asp 

625 

Leu 

Pro 

Phe 

Leu 

lie 

Asp 

Asn 

Lys 

Leu 

Arg 

val 

660 

Phe 

Arg 

Thr 

675 

Pro 

Thr 

Asp 

690 

Glu 

Ala 

Glu 

705 

Thr 

Ala 

lie 

His 

Tyr Glu 

Pro 

Gly 

Gly 

Pro 

Ala 

740 

Ser 

Arg Arg 

755 

Lys 

Asp 

Asn 

770 

Asp 

Gin 

Arg 

785 

Thr 

lie 

Arg 

Gin 

Gin 

Thr 

Asn 

Trp 

Lys 

Thr 

Lys 

820 

Arg 

Leu Gly 

835 

His 

Gly 

He 

850 

Ala 

Ser 

Leu 

865 

Gin 

Val 

Lys 

Gin 

Gin 

Asp 

Asn 

Arg 

Gly 

lie 

Leu 

900 

Leu 

Met 

Pro 

915 

Pro 

Leu 


Ser Asp 

Lys 

Arg 

520 

Glu Leu 

Leu 

Lys 


535 


Lys Arg 
550 

Thr 

Gly 

Ser Ser 
565 

Asn 

Lys 

lie Tyr Gin 

Leu 

Thr Gin 

Met 

Phe 



600 

Asp Lys 

Glu 

615 

Ser 

Lys Ala 
630 

Ser 

Phe 

Ser Arg 
645 

Phe 

Leu 

lie Met 

Cys 

His 

Asp Ser 

Arg 

Val 

680 

Leu Arg 

Thr 

695 

Ser 

Lys Ala 

lie 

Glu 

710 



Pro His 
725 

Leu 

Leu 

Phe Phe 

Pro 

Lys 

Asn Lys 

Trp 

Thr 

760 

Arg Gin 

Lys 

775 

Gin 

Glu Lys 
790 

Tyr 

lie 

Pro Lys 
805 

Leu 

Ser 

Lys Phe 

Val 

Glu 

Met Leu 

Val 

Glu 

840 

Glu Val 

Asn 

855 

lie 

Cys Asp 

Leu 

Leu 

870 

« 


Gly Lys 
885 

Ser 

Ala 

Gin Arg 

Lys 

Leu 

Asp Ser 

Glu 

Arg 

920 

Arg lie 

Ser 

Leu 


505 

Asn 

Gly 

Asn 

lie 

Glu 

Asn 

Glu 

Thr 

Val 

Ser 

Leu 

540 

Glu 

Asp 

Leu 

555 

Lys 

Val 

Asn 

570 

lie 

Gin 

lie 

585 

Ala 

Asp 

Tyr 

Glu 

Trp 

Phe 

Thr 

Asn 

Leu 

Ser 

Asp 

620 

Gin 

Glu 

Thr 

635 

Gin 

Met 

Asp 

650 

Asp 

Asp 

Asp 

665 

Asp 

Lys 

lie 

Arg 

Met 

Tyr 

Gin 

Lys 

Leu 

Arg 

Leu 

700 

Ala 

Asp 

Met 

715 

Lys 

lie 

Leu 

730 

Gin 

Ser 

Asp 

745 

Lys 

Arg 

Asn 

Ala 

His 

Thr 

Glu 

His 

Gin 

Glu 

Ala 

780 

Arg 

Asn 

Leu 

795 

Ser 

Pro 

Gly 

810 

Leu 

Leu 

Lys 

825 

Lys 

Met 

Gly 

Arg 

Thr 

Gly 

Val 

Glu 

Glu 

Arg 

lie 

860 

Trp 

Leu 

Trp 

875 

Ser 

His 

Thr 

890 

Ser 

Gly 

Ser 

905 

Arg 

Lys 

Ser 

Asp 

lie 

Gin 

Asp 

Met 


Ala 

510 

Gly 

Ser 

Pro 

525 

lie 

Ala 

Arg 

Leu 

Lys 

Leu 

Glu 

Val 

Gin 

Cys 

Asp 

560 

Glu 

Arg 

Glu 

575 

Val 

Phe 

Val 

590' 

Phe 

Val 

lie 

605 

Arg 

Glu 

Gin 

Met 

Pro 

Glu 

Pro 

Tyr 

Phe 

Ala 

Phe 

640 

Phe 

Lys 

Asp 

655 

Pro 

Val 

Leu 

670 

Leu 

Asn 

Val 

685 

Cys 

Thr 

Thr 

Val 

Lys 

lie Asp 

His 

Gly 

720 

Gin Gly Lys 

Val 

735 
Leu Cys 

Thr 

Pro 

750 

Ala 

Gin 

Trp 

765 

Leu 

Arg 

Leu Asp 

Thr 

Met 

Gly Ser 

Ser 

Val 

lie 

800 

Ala 

Glu 

Cys 

815 

Arg 

Asn 

Glu 

830 

Ala 

Val 

Glu 

845 

Glu 

Asn 

Thr 

Leu 

Ser 

His 

Gly Leu 

Leu 

Leu 

His 

880 

Tyr 

Leu 

Ser 

895 

Thr 

Ser 

Ala 

910 

Ser 

Ser 

Leu 

925 

Arg 

His 

lie 

Gin 
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930 





93S 





940 



Asn 

lie 

Gly 

Glu 

lie 

Lys 

Thr 

Asp 

Val 

Gly 

Lys 

Ala 

Arg 

Ala 

945 





950 





955 




Arg 

Leu 

Ser 

Met 

Glu 

Lys 

Lys 

Leu 

Leu 

Ser 

Arg 

His 

Leu 

Lys 





965 





970 





Leu 

Ser 

Asp 

His 

Glu 

Leu 

Thr 

Lys 

Lys 

Leu 

Tyr 

Lys 

Arg 

Tyr 



980 





985 





990 

Leu 

Arg 

Cys 

Asp 

Asp 

Glu 

Lys 

Glu 

Gin 

Phe 

Leu 

Tyr 

His 

Leu 



995 





1000 




1005 

Phe 

Asn 

Ala 

Val 

Asp 

Tyr 

Phe 

Cys 

Phe 

Thr 

Asn 

Val 

Phe 

Thr 


1010 




1015 




1020 


Leu 

lie 

Pro 

Tyr 

His 

lie 

Leu 

lie 

Val 

Pro 

Ser 

Lys 

Lys 

Leu 


960 


975 


1025 1030 1035 1040 

Ser Met Phe Thr Ala Asn Pro Trp lie Cys lie Ser Gly Glu Leu Gly 

1045 1050 1055 

Glu Thr Gin He Met Gin lie Pro Arg Asn Val Leu Glu Met Thr Phe 
1060 1065 1070 

Glu Cys Gin Asn Leu Gly Lys Leu Thr Thr Val Gin lie Gly His Asp 
1075 1080 1085 

Asn Ser Gly Leu Tyr Ala Lys Trp Leu Val Glu Tyr Val Met Val Arg 
1090 1095 1100 

Asn Glu lie Thr Gly His Thr Tyr Lys Phe Pro Cys Gly Arg Trp Leu 

1105 1110 1115 l 120 

Gly Lys Gly Met Asp Asp Gly Ser Leu Glu Arg lie Leu Val Gly Glu 

1125 1130 1135 

Leu Leu Thr Ser Gin Pro Glu Val Asp Glu Arg Pro Cys Arg Thr Pro 
1140 1145 1150 

Pro Leu Gin Gin Ser Pro Ser Val lie Arg Arg Leu Val Thr lie Ser 
1155 1160 H65 

Pro Asn Asn Lys Pro Lys Leu Asn Thr Gly Gin lie Gin Glu Ser lie 
1170 1175 1180 

Gly Glu Ala Val Asn Gly lie Val Lys His Phe His Lys Pro Glu Lys 
1185 1190 1195 1200 

Glu Arg Gly Ser Leu Thr Leu Leu Leu Cys Gly Glu Cys Gly Leu Val 
1205 1210 1215 

Ser Ala Leu Glu Gin Ala Phe Gin His Gly Phe Lys Ser Pro Arg Leu 
1220 1225 1230 

Phe Lys Asn Val Phe lie Trp Asp Phe Leu Glu Lys Ala Gin Thr Tyr 
1235 1240 1245 

Tyr Glu Thr Leu Glu Lys Asn Glu Val Val Pro Glu Glu Asn Trp His 
1250 1255 1260 

Thr Arg Ala Arg Asn Phe Cys Arg Phe Val Thr Ala lie Asn Asn Thr 

1265 1270 1275 1280 

Pro Arg Asn lie Gly Lys Asp Gly Lys Phe Gin Met Leu Val Cys Leu 

1285 1290 1295 

Gly Ala Arg Asp His Leu Leu His His Trp lie Ala Leu Leu Ala Asp 
1300 1305 1310 

Cys Pro lie Thr Ala His Met Tyr Glu Asp Val Ala Leu lie Lys Asp 
1315 1320 1325 

His Thr Leu Val Asn Ser Leu lie Arg Val Leu Gin Thr Leu Gin Glu 
1330 1335 1340 

Phe Asn lie Thr Leu Glu Thr Ser Leu Val Lys Gly lie Asp lie 

1345 1350 1355 
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< 2 1 0 > 3099 

< 211 > 1001 

<212> DNA 

<213> Homo sapiens 

<400> 3099 

nccatggtag tggcaattta tgcctattac aagaaacaga gaaccaaaac agatgtgtac 
60 

atcctgaatt tggctgtagc agatttactc cttctattca ctctgccttt ttgggctgtt 
120 

aatgcagttc atgggtgggt tttagggaaa ataatgtgca aaataacttc agccttgtac 
180 

acactaaact ttgtctctgg aatgcagttt ctggcttgta tcagcataga cagatatgtg 
240 

gcagtaacta aagtccccag ccaatcagga gtgggaaaac catgctggat catctgtttc 
300 

tgtgtctgga tggctgccat cttgctgagc ataccccagc tggtttttta tacagtaaat 
360 

gacaatgcta ggtgcattcc cattttcccc cgctacctag gaacatcaat gaaagcattg 
420 

attcacatgc tagagatctg cattggattt gtagtaccct ttcttattat 
480 

tactttatca cagcaaggac actcatgaag atgccaaaca ttaaaatatc tcgaccccta 
540 

aaagttctgc tcacagtcgt tatagttttc attgtcactc aactgcctta taacattgtc 
600 

aagttctgcc gagccataga catcatctac tccctgatca ccagctgcaa catgagcaaa 
660 

cgcatggaca tcgccatcca agtcacagaa agcatcgcac tctttcacag ctgcctcaac 
720 

ccaatccttt atgtttttat gggagcatct ttcaaaaact acgttatgaa agtggccaag 
780 

aaatatgggt cctggagaag acagagacaa agtgtggagg agtttccttt cgattctgag 
840 

ggtcctacag agccaaccag tacttttagc atttaaaggt aaaactgctc tgccttttgc 
900 

ttggatacat atgaatgatg ctttcccctc aaataaaaca tctgcattat tctgaaactc 
960 

aaatctcaga cgccgtggtt gcaacttata ataaagaatg g 
1001 

< 2 1 0 > 3100 

<211> 159 

<212> PRT 

<213> Homo sapiens 


<400> 3100 


Xaa 

l 

Met 

Val 

Val 

Ala 

5 

lie 

Tyr 

Ala 

Tyr Tyr 
10 

Lys 

Lys 

Gin 

Arg 

Thr 

15 

Lys 

Thr 

Asp Val 

Tyr 

20 

lie 

Leu 

Asn 

Leu 

Ala 

25 

Val 

Ala 

Asp 

Leu 

Leu 

30 

Leu 

Leu 

Phe 

Thr 

Leu 

35 

Pro 

Phe 

Trp 

Ala 

Val 

40 

Asn 

Ala 

Val 

His 

Gly 

45 

Trp 

Val 

Leu 

Gly Lys 

He 

Met 

Cys 

Lys 

lie 

Thr 

Ser 

Ala 

Leu 

Tyr 

Thr 

Leu 

Asn 

Phe 
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50 55 60 


Val 

65 

Ser Gly 

Met 

Gin 

Phe 

70 

Leu 

Ala 

Cys 

lie 

Ser 

75 

lie 

Asp 

Arg 

Tyr Val 
80 

Ala 

Val Thr 

Lys 

Val 

85 

Pro 

Ser 

Gin 

Ser 

Gly 

90 

Val 

Gly 

Lys 

Pro 

Cys 

95 

Trp 

lie 

lie Cys 

Phe 

100 

Cys 

Val 

Trp 

Met 

Ala 

105 

Ala 

lie 

Leu 

Leu 

Ser 

110 

lie 

Pro 

Gin 

Leu Val 
115 

Phe 

Tyr 

Thr 

Val 

Asn 

120 

ASp 

Asn 

Ala 

Arg 

Cys 

125 

lie 

Pro 

lie 

Phe 

Pro Arg 
130 

Tyr 

Leu 

Gly Thr 
135 

Ser 

Met 

Lys 

Ala 

Leu 

140 

lie 

His 

Met 

Leu 

Glu 

145 

lie Cys 

He 

Gly 

Phe 

150 

Val 

Val 

Pro 

Phe 

Leu 

155 

lie 

Met 

Gly 

Val 



<210> 3101 
<211> 2623 
<2 12 > DNA 

<213> Homo sapiens 
<400> 3101 

cggcgccgag tagccgggcc gggccggagc gcgggcgcgg cggaggcagc tgcgcccggc 
60 

tcctcccctc ccaggccccg ccccccgccc gggccccggc gatggtgaca catgcggcgg 
120 

cggccgcgcg gcaggaccat ggttgagcgc gccagcaagt tcgtgctggt ggtggcgggc 
180 

tcggtgtgct tcatgctcat cttgtaccag tacgcgggcc caggactgag cctgggcgcg 
240 

cccggcggcc gcgcgccgcc cgacgacctg gacctgttcc ccacacccga cccccactac 
300 

gagaagaagt actacttccc ggtccgcgag ctggagcgct cgctgcgctt cgacatgaag 
360 

ggcgacgacg tgatcgtctt cctgcacatc cagaagacgg gcggcaccac cttcggccgc 
420 

cacctcgtgc agaacgtacg cctcgaggtg ccgtgcgact gccggcccgg ccagaagaag 
480 

tgcacctgct accggcccaa ccgccgcgag acttggctct tctcccgctt ctccaccggc 
540 

tggagctgcg ggctgcacgc cgactggacc gagctcacca actgcgtgcc cggcgtgctg 
600 

gaccgccgcg actccgccgc gctgcgcacg cccaggaagt tctactacat caccctgcta 
660 

cgagaccccg tgtcccgcta cctgagcgag tggcggcatg tgcagagggg tgccacgtgg 
720 

aagacgtctt tgcatatgtg tgatgggcgc acgcccacgc ctgaggagct gccgccctgc 
780 

tacgagggca cggactggtc gggctgcacg ctacaggagt tcatggactg cccgtacaac 
840 

ctggccaaca accgccaggt gcgcatgctg gccgacctga gcctggtggg ctgctacaac 
900 

ctgtccttca tccccgaggg caagcgggcc cagctgctgc tcgagagcgc caagaagaac 
960 

ctgcggggca tggccttctt cggcctgacc gagttccagc gcaagacgca gtacctgttc 
1020 
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gagcggacgt' tcaacctcaa gttcatccgg 
1080 

ggcggcgtgg aggtggatga agacaccatc 
1140 

atgcagctgt acgactacgc caaggacctc 
1200 

ctggagcgca gggagcagcg cctgaggagc 
1260 

gaggcactgc cgcgggagga tgccgacgag 
1320 

agccacatca ttgagaagtg gtagtggcgg 
1380 

gtgggggata aaacaggaca gacgacaggt 
1440 

caaacctgct ccacagaggt agctgcgtcc 
1500 

gctgggcagg gatgggggct tgagaaatca 
1560 

cgtgctcgaa ggatgccatg gtcagggcag 
1620 

tgctctcctg gcctccttgg atttatcgca 
1680 

cagcggaaag tggacctg cc aggccgggag 
1740 

tcgctcttag ctcctctgtc cgggctacta 
1800 

agctccaggc catcccatag cccctcctct 
1B60 

ggagccccca gctcacccat ctgtagctcc 
1920 

agagaagact cgagtccagc ccccaggaag 
1980 

ttcatgcttt gggtcaggag gccaaagctg 
2040 

ctcagaccaa ggaggggttt gggtagtagg 
2100 

caactggcag cccaggagtg gggaggcttt 
2160 

ccgcggctgg cccttggagg tgaccatcca 
2220 

ggaccgaggg ctcccctgcc tctgttctcc 
2280 

tgccccagcc ccatcaccga aacacatact 
2340 

cccaccccct ggcaaaaggc tggccatgct 
2400 

ctggctgcaa tggccctact aaaagccatg 
2460 

gctctgtccc cattccttat gccctaggag 
2520 

caggcaccct ggatccccca gagagcagat 
2580 

ggtaggggca gtgggctctg caggccacct 
2623 


cccttcatgc agtacaatag cacgcgggcg 
cggcgcatcg aggagctcaa cgacctggac 
ttccagcagc gctaccagta caagcggcag 
cgcgaggagc gtctgctgca ccgggccaag 
ccgggccgcg tgcccaccga ggactacatg 
tggtggccac ggggaggcct cttggggggt 
ccacccaaga ctgtcaaggg atgagcatcc 
tgaaaaaaaa cagagcaggg atgtagtggg 
acaggtgcag cccagtgggt cagaggaaag 
ggcctccaga gcaggtgttg tgcctggagc 
aaaactgaag gtttgcgcaa gagacgagga 
tgtgtccctc accaactatg cacacagcac 
ggagtgagac cagcttctgg caactgcccc 
tctggctgcc cccaatgccc cgaggcctgg 
ctcaaagtca gggcccaccc catctgaggc 
cctgctcccc tctctggccc atggtcctgc 
atgttcaggc cccacccact ccctacagtc 
cccgagctgc attgccggcc ttcctcgggc 
ggccagggat gctgccactt gtgcgtgagt 
ggcaggcctg gctcagactg gaagggctgg 
tttctgaccc actgggattt gctagcaggc 
caagagctct ccttgcattt ccccatgctc 
ctgttcccag cagcctcgca ggtttcccca 
ttgcatatcc gttgtaagca cgtgccctgt 
gccaagctgg tgtctctagg agggcccaca 
tggtgtgctc aggccgcagg ctgactcaga 
ggctggggtt ggg 
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<210> 3102 
<211> 410 
<212> PRT 

<213 > Homo sapiens 
<4 00> 3102 

Met Arg Arg Arg Pro Arg Gly Arg 
1 5 

Phe Val Leu Val Val Ala Gly Ser 
20 

Gin Tyr Ala Gly Pro Gly Leu Ser 
35 40 

Pro Pro Asp Asp Leu Asp Leu Phe 
50 55 

Lys Lys Tyr Tyr Phe Pro Val Arg 
65 70 

Asp Met Lys Gly Asp Asp Val lie 
85 

Gly Gly Thr Thr Phe Gly Arg His 
100 

Val Pro Cys Asp Cys Arg Pro Gly 
115 120 

Pro Asn Arg Arg Glu Thr Trp Leu 
130 135 

Ser Cys Gly Leu His Ala Asp Trp 
145 150 

Gly Val Leu Asp Arg Arg Asp Ser 
165 

Phe Tyr Tyr lie Thr Leu Leu Arg 
180 

Glu Trp Arg His Val Gin Arg Gly 
195 200 

Met Cys Asp Gly Arg Thr Pro Thr 
210 215 

Glu Gly Thr Asp Trp Ser Gly Cys 
225 230 

Pro Tyr Asn Leu Ala Asn Asn Arg 
245 

Ser Leu Val Gly Cys Tyr Asn Leu 
260 

Ala Gin Leu Leu Leu Glu Ser Ala 
275 280 

Phe Phe Gly Leu Thr Glu Phe Gin 
290 295 

Arg Thr Phe Asn Leu Lys Phe lie 
305 310 

Thr Arg Ala Gly Gly Val Glu Val 
325 

Glu Glu Leu Asn Asp Leu Asp Met 
340 

Leu Phe Gin Gin Arg Tyr Gin Tyr 
355 360 

Gin Arg Leu Arg Ser Arg Glu Glu 


Thr Met Val Glu Arg Ala Ser Lys 
10 15 

Val Cys Phe Met Leu He Leu Tyr 
25 30 

Leu Gly Ala Pro Gly Gly Arg Ala 
45 

Pro Thr Pro Asp Pro His Tyr Glu 
60 

Glu Leu Glu Arg Ser Leu Arg Phe 
75 80 

Val Phe Leu His lie Gin Lys Thr 
90 95 

Leu Val Gin Asn Val Arg Leu Glu 
105 110 

Gin Lys Lys Cys Thr Cys Tyr Arg 
125 

Phe Ser Arg Phe Ser Thr Gly Trp 
140 

Thr Glu Leu Thr Asn Cys Val Pro 
155 160 

Ala Ala Leu Arg Thr Pro Arg Lys 
170 175 

Asp Pro Val Ser Arg Tyr Leu Ser 
185 190 

Ala Thr Trp Lys Thr Ser Leu His 
205 

Pro Glu Glu Leu Pro Pro Cys Tyr 
220 

Thr Leu Gin Glu Phe Met Asp Cys 
235 240 

Gin Val Arg Met Leu Ala Asp Leu 
250 255 

Ser Phe lie Pro Glu Gly Lys Arg 
265 270 

Lys Lys Asn Leu Arg Gly Met Ala 
285 

Arg Lys Thr Gin Tyr Leu Phe Glu 
300 

Arg Pro Phe Met Gin Tyr Asn Ser 
315 320 

Asp Glu Asp Thr lie Arg Arg lie 
330 335 

Gin Leu Tyr Asp Tyr Ala Lys Asp 
345 350 

Lys Arg Gin Leu Glu Arg Arg Glu 
365 

Arg Leu Leu His Arg Ala Lys Glu 
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370 375 380 

Ala Leu Pro Arg Glu Asp Ala Asp Glu Pro Gly Arg Val Pro Thr Glu 
385 390 395 400 

Asp Tyr Met Ser His lie lie Glu Lys Trp 
405 410 

<210> 3103 
<211 > 1228 
<212> DNA 

<213 > Homo sapiens 
<400> 3103 


ctcgagctgg atccaccctt gagccttcac 
60 

aaggactacg cgcagcaatg gttctcatca 
120 

caaccccgct gggacactag gccgcggctg 
180 

tggcatgtgt ctagtcagcg gaggagacag 
240 

ggagggcccc tcccccaccc cgaagtagcc 
300 

gatcaatgcc cacgcacttg gccgacggaa 
360 

atctgaggaa aaagctccag cttcagaggg 
420 

aggggttgcg ttgccatcgc ctaaaatggg 
480 

aggttggaga ccagttgagt gccccggagc 
540 

cctcggtttc cgcatccgtc tgattcctta 
600 

ttatgatgca gagggtgccc ccgtctcacc 
660 

ggcaacctgg tgggcggctc cggacccggc 
720 

cctggcaaag ggcatctcta ggccagtggt 
780 

actcggactc cctcgtggag cccttggtgt 
840 

cagggagtga acggccttgt gagacgactc 
900 

aagtcctcct agagcacagg aaagtgtcgc 
960 

ttccgcatct gcatggttgt ctagtggcta 
1020 

gttcgattcc cggtcaggga attgttttgc 
1080 

taccacgctg tcagccgg cc tgctccaagg 
1140 

ggcaaacccg ggcaaaggag ggcaagtcgt 
1200 

tgtttatctc cgtgtccgtc atccgcgg 
1228 


ctggagagtc ctctgcacaa gttcagagag 
gggggcaact tcgccctcac atgcctctcc 
ggggaagcgg gagggagaat gttatccccc 
atgctgctaa acaccttgca atccacggtg 
attcggcaga ggtggagaaa ctcgcgtgta 
atcacgaatt ggtgaccaat tggatcttgg 
aactctcgaa gttttgccca gagcaaacgg 
aaaatggcag gcgtcacagg ttgcagggga 
cttcctggaa agagtttcct atccagcccg 
tgatgttgag ggtgccgggg tctgggtcct 
tcgggcgcct ccccgctccc gcctcctcct 
gacccgcgac catcttgtca gttgctgccg 
gnagacggcc ggtggccgca ctcgctccat 
gtcgcctgca ggttcttttt ttgaagaaag 
caggagcaaa gggagactct cacaagaccc 
ttcaggtcga agaagggaga gaaagcagct 
ggattcggtg ctgaaagcgc cacggcccgg 
actggccgcc ctcccgcagg aatcttcctt 
gccagatgta gaacagcctc cgcagcgagg 
ggtgggccac ctctcacgac acaccgttcc 
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<2 10> 3104 

<211> 144 

<212> PRT 

<213> Homo sapiens 

<400> 3104 


Met 

Met 

Leu 

Arg 

Val 

Pro 

Gly 

Ser 

Gly 

Ser 

Phe 

Met 

Met 

Gin Arg 

Val 

1 




5 





IQ 





15 


Pro 

Pro 

Ser 

His 

Leu 

Gly 

Arg 

Leu 

Pro 

Ala 

Pro 

Ala 

Ser 

Ser 

Trp 

Gin 




20 





25 





30 



Pro 

Gly 

Gly 

Arg 

Leu 

Arg 

Thr 

Arg 

Arg 

Pro 

Ala 

Thr 

He 

Leu 

Ser 

Val 



35 





40 





45 




Ala 

Ala 

Ala 

Trp 

Gin 

Arg 

Ala 

Ser 

Leu 

Gly 

Gin 

Trp 

Xaa 

Arg Arg 

Pro 


50 




/ 

55 





60 





Val 

Ala 

Ala 

Leu 

Ala 

Pro 

Tyr 

Ser 

Asp 

Ser 

Leu 

Val 

Glu 

Pro 

Leu 

Val 

65 





70 





75 





80 

Cys 

Arg 

Leu 

Gin 

Val 

Leu 

Phe 

Leu 

Lys 

Lys 

Ala Gly 

Ser 

Glu Arg 

Pro 





85 





90 





95 


Cys 

Glu 

Thr 

Thr 

Pro 

Gly 

Ala 

Lys 

Gly Asp 

Ser 

His 

Lys 

Thr 

Gin 

Val 



100 





105 





110 



Leu 

Leu 

Glu 

His 

Arg 

Lys 

Val 

Ser 

Leu 

Gin 

Val 

Glu 

Glu 

Gly Arg 

Glu 



115 





120 





125 




Ser 

Ser 

Phe 

Pro 

His 

Leu 

His 

Gly 

Cys 

Leu 

Val 

Ala Arg 

lie 

Arg 

Cys 


130 





135 





140 






<210> 3105 

<211> 4924 

<212> DNA 

<213> Homo sapiens 

<400> 3105 

ngcccgaaac ccggaagtga gcggcggcag ctgcgaggct cggagaaaca ggcgccgcgg 
60 

gctccgcgcc cggccggacc cgggcccgag atcatgatgc tgccgccacc gccgccacca 
120 

cggagcgaga agcccagata gacgccccgg cggccccggg tcctggagtc ccgccgcctg 
180 

ctgcccggcc gaggacccca ccccgcctgc cgcccgatgc ttgcagtggg gcccgccatg 
240 

gacagggatt acccgcagca tgaacccccg ccggcgggca gcctcctgta cagcccgccg 
300 

cccctgcaga gcgccatgct gcactgcccc tactggaaca ccttctcgct gccgccatac 
360 

cctgccttct ccagcgacag ccgcccgttc atgagctccg cctccttcct cggcagccag 
420 

ccctgcccag acaccagcta tgcccccgtg gccaccgcct ccagcttgcc accaaagacc 
480 

tgcgactttg ctcaggactc ctcctatttt gaggacttct ccaacatctc catcctctcc 


540 

tcgtccgtgg actccctgtc ggacatcgtg gacacgcccg acttcctgcc ggctgacagc 
600 

ctcaaccagg tgtccaccat ctgggacgat aaccctgccc cctccaccca cgataagctg 
660 
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ttccagctca gcaggccgtt tgcaggcttc gaggactttc tgccctccca cagcaccccg 
720 

cttctcgtca gctaccagga gcagagtgtg cagagccagc cagaggagga ggacgaggct 
780 

gaggaggagg aggcggagga gctggggcac acagagacct acgccgacta cgtgccgtcc 
840 

aagtccaaga tcgggaagca gcacccagac cgcgtggtgg agaccagcac actgtccagc 
900 

gtcccacccc cagacatcac ctacaccctg gccctgccct cggacagcgg ggccctgtct 
960 

gccctgcagc tagaggccat cacctacgcc tgccagcaac acgaggtcct gctccccagc 
1020 

gggcagcgcg cgggctttct catcggcgat ggggccggcg tgggcaaagg ccggacggtg 
1080 

gccggagtca tcctggagaa ccacctgcgc ggccggaaga aagcattgtg gttcagcgtc 
1140 

tccaacgacc ttaagtacga tgcggagcgc gacctgcggg acatcgaagc cacgggcatc 
1200 

gcggtgcac:g cgctcagcaa gatcaagtac ggtgacacca ctacctcaga gggcgtcctc 
1260 

ttcgccacct actccgccct gattggggag agccaggccg gcggccagca ccgcactcgc 
1320 

ctccggcaga tcctggactg gtgtggggag gcctttgagg gcgtcatcgt gttcgacgag 
1380 

tgtcacaaag ccaagaatgc cggctccacc aagatgggca aggccgtgct agacctgcag 
1440 

aacaagctgc ccctggcccg cgtggtctac gccagcgcca caggtacctc tgagcctcgg 
1500 

aacatgatct acatgagccg cttgggtatc tggggcgagg gcacaccctt ccggaacttt 
1560 

gaggagttcc tgcacgccat cgagaagagg ggcgttggcg ccatggagat cgtggccatg 
1620 

gacatgaagg tcagcggcat gtacatcgca cgccagctca gcttctccgg cgtcaccttc 
1680 

cgcatcgagg agatcccgct ggccccagcc ttcgagtgcg tctacaaccg cgcagccctg 
1740 

ctgtgggccg aggccctgaa cgtgttccag caggcggccg actggatcgg cctggagtcg 
1800 

cgcaagtccc tgtggggcca gttctggtcg gcacaccagc gcttcttcaa gtatctgtgc 
1860 

atcgcagcca aggtgcgccg gctggtggag ctggcccgag aggagctggc gcgagacaag 
1920 

tgcgtggtca tcgggctgca gtccacgggc gaggcgcgca cgcgggaggt gctgggggag 
1980 

aacgatgggc acctcaactg cttcgtctcg gccgctgaag gcgtgttcct gtcgctaatt 
2040 

cagaagcact ttccgtccac caagagaaag cgggacagag gagcgggcag caagcggaaa 
2100 

cggcgacctc ggggacgcgg ggccaaagcc ccccggctgg cgtgcgagac agcgggcgtc 
2160 

atccgcatca gtgacgacag cagcacggag tcggaccctg gcctggacag cgacttcaac 
2220 

tcctcccccg agtccctggt ggatgacgac gttgtcatcg ttgatgcagt cgggctcccc 
2280 
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agtgacgacc ggggatccct 
2340 

gagcgggtgg agcggctgaa 
2400 

ctgccagtca acaccctgga 
2460 

gagatgaccg gcaggaaagg 
2520 

tcgcgggcag agcagggtct 
2580 

atgagcggcg agaagctcgt 
2640 

caagccgacc gccgtgtcca 
2700 

tggagcgccg accgcgccat 
2760 

gcgccagagt atgtcttcct 
2820 

gtggccaagc gcctggagag 
2880 

tcccgtgacc tcagcaagta 
2940 

gtcctcacca ccatcctgag 
3000 

ggaggggtcc ccaccttctt 
3060 

ggccgggagt cccggaatgg 
3120 

ctgaaccgca tcctggggct 
3180 

gacaccttcg accacctcat 
3240 

ctggaccttg ctcccggtat 
3300 

cccgggcacc cgcaggacgg 
3360 

aagtgggagg acgcctttgc 
3420 

ctctcctaca aggtccgcgg 
3480 

cagttcttca cggtgtacaa 
3540 

agcctccgcc gcaagttcca 
3600 

ggctacgctt tgtcgctgac 
3660 

gcgcaggagg gtaaggactg 
3720 

ggcgcgctgc tgcgcgtgtg 
3780 

agctacctgc agatcgtgcg 
3840 

atccccgagg gctgcgtgcg 
3900 


gtgcctcctg cagagagacc 
gcaggatctg ctggacaaag 
cgagctcatc gaccagctgg 
ccgcgtggtg tccaggcccg 
gtccatcgac cacgtgaacc 
ggccatcatc tcggaggcct 
gaaccagcgg cgccgcgtgc 
ccagcagttc ggccgcaccc 
catctcggag ctggccgggg 
tctgggggcc ctgacccacg 
caactttgag aacaagtatg 
ccagactgag aacaaagtgc 
ccgggacatg aagcagggcc 
ctgcctggac gtggagaagg 
ggaggtgcac: aagcagaacg 
cgagatggac aagcgggagg 
cgaggagatc tacgaggaga 
gcaggtggtc ttctacaaga 
caagtcgctg gcgctgacgg 
taacaagccc agctgcctgc 
gcccaacatc ggccggcaga 
ccgggtcacc gcggaggagg 
gcactgcagc cacagcgcct 
cctgcagggg ctgcggctgc 
gggccgcatc gccgccgtca 
gctgaagacc aaggacagga 
ccgggtgctg caggagctgc 


cgcatggccc cggggtcctg 
tgcgccggct gggccgggaa 
gcggccccca gcgggtggcg 
acgggacggt ggccttcgag 
tcagggagaa gcagcgcttc 
ccagctcggg tgtctccctc 
acatgacctt ggagctgccg 
accggtccaa ccaggtctcc 
agcgccggtt cgcctccatc 
gagaccgccg cgccacggag 
gcacccgggc cctgcactgt 
ctgtgc ccc a gggataccct 
tgctgtctgt gggcattggt 
actgttccat caccaagttc 
cc ctgttcca gtacttctca 
gcaaatacga catgggcatc 
gccagcaggt gttcctggct 
tcagcgtgga ccgcggcctg 
gcccctatga cggcttctac 
tggcggagca gaaccgcggc 
gccagctgga ggccctggac 
ccaaggagcc ctgggagagt 
ggaaccggca ctgccggctg 
ggcaccacta catgctgtgc 
tggccgacgt cagcagcagc 
agaagcaagt gggcatcaag 
ggctgatgga tgcggacgtg 
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aagcgcaggc aggcgcccgc cctgggctgc cccgccccgc ccgccccgcg cccgctggcg 
3960 

ctgccttgcg gccccggaga ggtgctggac ctcacctaca gccccccggc cgaggccttc 
4020 

ccgccgcccc cgcacttctc tttcccggcg ccgctgtccc tggacgccgg ccccggcgtc 
4080 

gtgccgctgg gcacccccga cgcccaggcc gaccctgcgg ccctcgcgca ccagggctgc 
4140 

gacatcaact tcaaggaggt gctggaggac atgctgcgct cgctgcacgc ggggccgccc 
4200 

tccgagggcg cgctggggga gggcgcgggg gcggggggcg cggcgggcgg tggtcccgag 
4260 

cggcagagcg tgatccagtt cagcccaccc ttccccggcg cccaggctcc tctctgacac 
4320 

gcctttaggc gaaacatgcc ccaagacaca gggaccgttt ctcccctagg agcagcggtg 
4380 

gggagcaggg ccaaggtccc ctgaccactg ctcagaggag ccctaggccc tggccgcagc 
4440 

gccttcagcg cccgacccgg gcccccacct ggtcagccct ggcggggccc actcaggaca 
4500 

gctgggggcc ggggcgtggc agggccctct ctgtgcctct cctcccaagt aggaaggggc 
4560 

tccgggtggc tgctctggga ctgggcaccc acaagggctc agtgggccca aacccttgaa 
4620 

atccgtgaaa ccgggtggtc ccaagagcta gaaactcagg aaaccccagg tgctcagggc 
4680 

cccgcgtctc gggggctccg tggggcagac ccctgctaat atatgcaatt ctccctcccc 
4740 

cagcccttcc ctgaccccta agttattgcc cgctcacctc tcccaggccc caggccgcgg 
4800 

agctggcagg gtggcgcctg cggtttctat gtatttatag caagttctga tgtacatatg 
4860 

taaaggactt ttttaaatat atgtgccttt tgcctacttc caaaaaaaaa aaaaaaaaaa 

4920 ' 

aacc 

4924 

<210> 3106 
<211> 1366 
<212> PRT 

<213> Homo sapiens 
<4 00> 3106 

Met Leu Ala Val Gly Pro Ala Met Asp Arg Asp Tyr Pro Gin His Glu 
15 10 15 

Pro Pro Pro Ala Gly Ser Leu Leu Tyr Ser Pro Pro Pro Leu Gin Ser 
20 25 30 

Ala Met Leu His Cys Pro Tyr Trp Asn Thr Phe Ser Leu Pro Pro Tyr 
35 40 45 

Pro Ala Phe Ser Ser Asp Ser Arg Pro Phe Met Ser Ser Ala Ser Phe 
50 55 60 

Leu Gly Ser Gin Pro Cys Pro Asp Thr Ser Tyr Ala Pro Val Ala Thr 

65 70 75 80 

Ala Ser Ser Leu Pro Pro Lys Thr Cys Asp Pbe Ala Gin Asp Ser Ser 
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85 

Tyr Phe Glu Asp Phe Ser Asn He 
100 

Ser Leu Ser Asp lie Val Asp Thr 
115 120 

Leu Asn Gin Val Ser Thr He Trp 
130 135 

His Asp Lys Leu Phe Gin Leu Ser 
145 150 

Phe Leu Pro Ser His Ser Thr Pro 
165 

Ser Val Gin Ser Gin Pro Glu Glu 
180 

Ala Glu Glu Leu Gly His Thr Glu 
195 200 

Lys Ser Lys lie Gly Lys Gin His 
210 215 

Thr Leu Ser Ser Val Pro Pro Pro 
225 230 

Pro Ser Asp Ser Gly Ala Leu Ser 
245 

Tyr Ala Cys Gin Gin His Glu Val 
260 

Gly Phe Leu lie Gly Asp Gly Ala 
275 280 

Ala Gly Val lie Leu Glu Asn His 
290 295 

Trp Phe Ser Val Ser Asn Asp Leu 
305 310 

Arg Asp lie Glu Ala Thr Gly lie 
325 

Lys Tyr Gly Asp Thr Thr Thr Ser 
340 

Ser Ala Leu lie Gly Glu Ser Gin 
355 360 

Leu Arg Gin lie Leu Asp Trp Cys 
370 375 

Val Phe Asp Glu Cys His Lys Ala 

385 ' 390 

Gly Lys Ala Val Leu Asp Leu Gin 

405 

Val Tyr Ala Ser Ala Thr Gly Thr 
420 

Met Ser Arg Leu Gly lie Trp Gly 
435 440 

Glu Glu Phe Leu His Ala He Glu 
450 455 

lie Val Ala Met Asp Met Lys Val 

465 470 

Leu Ser Phe Ser Gly Val Thr Phe 

485 

Pro Ala Phe Glu Cys Val Tyr Asn 
500 

Ala Leu Asn Val Phe Gin Gin Ala 


90 95 

Ser lie Phe Ser Ser Ser Val Asp 
105 110 

Pro Asp Phe Leu Pro Ala Asp Ser 
125 

Asp Asp Asn Pro Ala Pro Ser Thr 
140 

Arg Pro Phe Ala Gly Phe Glu Asp 
155 160 

Leu Leu Val Ser Tyr Gin Glu Gin 
170 175 

Glu Asp Glu Ala Glu Glu Glu Glu 
185 190 

Thr Tyr Ala Asp Tyr Val Pro Ser 
205 

Pro Asp Arg Val Val Glu Thr Ser 
220 

Asp lie Thr Tyr Thr Leu Ala Leu 
235 240 

Ala Leu Gin Leu Glu Ala lie Thr 
250 255 

Leu Leu Pro Ser Gly Gin Arg Ala 
265 270 

Gly Val Gly Lys Gly Arg Thr Val 
285 

Leu Arg Gly Arg Lys Lys Ala Leu 
300 

Lys Tyr Asp Ala Glu Arg Asp Leu 
315 320 

Ala Val His Ala Leu Ser Lys lie 
330 335 

Glu Gly Val Leu Phe Ala Thr Tyr 
345 350 

Ala Gly Gly Gin His Arg Thr Arg 
365 

Gly Glu Ala Phe Glu Gly Val lie 
380 

Lys Asn Ala Gly Ser Thr Lys Met 
395 400 

Asn Lys Leu Pro Leu Ala Arg Val 
410 415 

Ser Glu Pro Arg Asn Met lie Tyr 
425 430 

Glu Gly Thr Pro Phe Arg Asn Phe 
445 

Lys Arg Gly Val Gly Ala Met Glu 
460 

Ser Gly Met Tyr lie Ala Arg Gin 
475 480 

Arg lie Glu Glu lie Pro Leu Ala 
490 495 

Arg Ala Ala Leu Leu Trp Ala Glu 
505 510 

Ala Asp Trp lie Gly Leu Glu Ser 
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515 520 525 


Arg 

Lys 

Ser 

Leu 

Trp Gly Gin 

Phe 

Trp 

Ser 

Ala 

His 

Gin 

Arg 

Phe 

Phe 


530 




535 





540 





Lys 

Tyr 

Leu 

Cys 

lie Ala 

Ala 

Lys 

Val 

Arg 

Arg 

Leu 

Val 

Glu 

Leu 

Ala 

545 




550 





555 





560 

Arg 

Glu 

Glu 

Leu 

Ala Arg 

Asp 

Lys 

Cys 

Val 

Val 

lie 

Gly 

Leu 

Gin 

Ser 





565 




570 





575 


Thr 

Gly Glu 

Ala 

Arg Thr 

Arg 

Glu 

Val 

Leu 

Gly 

Glu 

Asn 

Asp 

Gly 

His 




580 




585 





590 



Leu 

Asn 

Cys 

Phe 

Val Ser 

Ala 

Ala 

Glu 

Gly 

Val 

Phe 

Leu 

Ser 

Leu 

lie 



595 




600 





605 




Gin Lys 

His 

Phe 

Pro Ser 

Thr 

Lys Arg 

Lys 

Arg 

Asp 

Arg 

Gly 

Ala 

Gly 


610 




615 





620 





Ser Lys 

Arg 

Lys 

Arg Arg 

Pro Arg Gly 

Arg 

Gly 

Ala 

Lys 

Ala 

Pro 

Arg 

625 




630 





635 





640 

Leu 

Ala 

Cys 

Glu 

Thr Ala Gly 

Val 

lie 

Arg 

lie 

Ser 

Asp 

Asp 

Ser 

Ser 





645 




650 





655 


Thr 

Glu 

Ser 

Asp 

Pro Gly Leu Asp 

Ser 

Asp 

Phe 

Asn 

Ser 

Ser 

Pro 

Glu 




660 




665 





670 



Ser 

Leu 

Val 

Asp 

Asp Asp 

Val 

Val 

lie 

Val 

Asp 

Ala 

Val 

Gly 

Leu 

Pro 



675 




680 





685 




Ser Asp Asp 

Arg 

Gly Ser 

Leu 

Cys 

Leu 

Leu 

Gin 

Arg 

Asp 

Pro 

His 

Gly 


690 




695 





700 





Pro 

Gly Val 

Leu 

Glu Arg 

Val 

Glu Arg 

Leu 

Lys 

Gin 

Asp 

Leu 

Leu 

Asp 

705 




710 





715 





720 

Lys 

Val 

Arg 

Arg 

Leu Gly Arg 

Glu 

Leu 

Pro 

Val 

Asn 

Thr 

Leu 

Asp 

Glu 





725 




730 





735 


Leu 

lie Asp 

Gin 

Leu Gly Gly 

Pro 

Gin 

Arg 

Val 

Ala 

Glu 

Met 

Thr 

Gly 




740 




745 





750 



Arg 

Lys 

Gly 

Arg 

Val Val 

Ser 

Arg 

Pro 

Asp 

Gly 

Thr 

Val 

Ala 

Phe 

Glu 



755 




760 





765 




Ser Arg 

Ala 

Glu 

Gin Gly 

Leu 

Ser 

lie 

Asp 

His 

Val 

Asn 

Leu 

Arg 

Glu 


770 




775 





780 





Lys 

Gin Arg 

Phe 

Met Ser 

Gly Glu 

Lys 

Leu 

Val 

Ala 

lie 

lie 

Ser 

Glu 

785 




790 





795 





800 

Ala 

Ser 

Ser 

Ser 

Gly Val 

Ser 

Leu 

Gin 

Ala 

Asp 

Arg 

Arg 

Val 

Gin 

Asn 





805 




810 





815 


Gin 

Arg 

Arg 

Arg 

Val His 

Met 

Thr 

Leu 

Glu 

Leu 

Pro 

Trp 

Ser 

Ala 

Asp 




820 




825 





830 



Arg 

Ala 

lie 

Gin 

Gin Phe 

Gly Arg 

Thr 

His 

Arg 

Ser 

Asn 

Gin 

Val 

Ser 



835 




840 





845 




Ala 

Pro 

Glu 

Tyr 

Val Phe 

Leu 

lie 

Ser 

Glu 

Leu 

Ala 

Gly 

Glu 

Arg 

Arg 


850 




855 





860 





Phe 

Ala 

Ser 

lie 

Val Ala 

Lys 

Arg 

Leu 

Glu 

Ser 

Leu 

Gly 

Ala 

Leu 

Thr 

865 




870 





875 





880 

His 

Gly Asp 

Arg 

Arg Ala 

Thr 

Glu 

Ser 

Arg 

Asp 

Leu 

Ser 

Lys 

Tyr 

Asn 





885 




890 





895 


Phe 

Glu 

Asn 

Lys 

Tyr Gly Thr Arg 

Ala 

Leu 

His 

Cys 

Val 

Leu 

Thr 

Thr 




900 




905 





910 



He 

Leu 

Ser 

Gin 

Thr Glu 

Asn 

Lys 

Val 

Pro 

Val 

Pro 

Gin 

Gly 

Tyr 

Pro 



915 




920 





925 




Gly Gly Val 

Pro 

Thr Phe 

Phe 

Arg 

Asp 

Met 

Lys 

Gin 

Gly 

Leu 

Leu 

Ser 


930 




935 





940 





Val Gly 

lie 

Gly 

Gly Arg 

Glu 

Ser 

Arg 

Asn 

Gly 

Cys 

Leu 

Asp 

Val 

Glu 
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945 950 955 960 

Lys Asp Cys Ser lie Thr Lys Phe Leu Asn Arg lie Leu Gly Leu Glu 

965 970 975 

Val His Lys Gin Asn Ala Leu Phe Gin Tyr Phe Ser Asp Thr Phe Asp 
. 980 985 990 

His Leu He Glu Met Asp Lys Arg Glu Gly Lys Tyr Asp Met Gly lie 
995 1000 1005 

Leu Asp Leu Ala Pro Gly lie Glu Glu He Tyr Glu Glu Ser Gin Gin 
1010 1015 1020 

Val Phe Leu Ala Pro Gly His Pro Gin Asp Gly Gin Val Val Phe Tyr 

1025 1030 1035 1040 

Lys lie Ser Val Asp Arg Gly Leu Lys Trp Glu Asp Ala Phe Ala Lys 

1045 1050 10S5 

Ser Leu Ala Leu Thr Gly Pro Tyr Asp Gly Phe Tyr Leu Ser Tyr Lys 
1060 1065 1070 

Val Arg Gly Asn Lys Pro Ser Cys Leu Leu Ala Glu Gin Asn Arg Gly 
1075 1080 1085 

Gin Phe Phe Thr Val Tyr Lys Pro Asn lie Gly Arg Gin Ser Gin Leu 
1090 1095 1100 

Glu Ala Leu Asp Ser Leu Arg Arg Lys Phe His Arg Val Thr Ala Glu 

1105 1110 1115 1120 

Glu Ala Lys Glu Pro Trp Glu Ser Gly Tyr Ala Leu Ser Leu Thr His 

1125 1130 1135 

Cys Ser His Ser Ala Trp Asn Arg His Cys Arg Leu Ala Gin Glu Gly 
1140 1145 1150 

Lys Asp Cys Leu Gin Gly Leu Arg Leu Arg His His Tyr Met Leu Cys 
1155 1160 1165 

Gly Ala Leu Leu Arg Val Trp Gly Arg lie Ala Ala Val Met Ala Asp 
1170 1175 1180 

Val Ser Ser Ser Ser Tyr Leu Gin lie Val Arg Leu Lys Thr Lys Asp 

1185 1190 1195 1200 

Arg Lys Lys Gin Val Gly lie Lys lie Pro Glu Gly Cys Val Arg Arg 

1205 1210 1215 

Val Leu Gin Glu Leu Arg Leu Met Asp Ala Asp Val Lys Arg Arg Gin 
1220 1225 1230 

Ala Pro Ala Leu Gly Cys Pro Ala Pro Pro Ala Pro Arg Pro Leu Ala 
1235 1240 1245 

Leu Pro Cys Gly Pro Gly Glu Val Leu Asp Leu Thr Tyr Ser Pro Pro 
1250 1255 1260 

Ala Glu Ala Phe Pro Pro Pro Pro His Phe Ser Phe Pro Ala Pro Leu 

1265 1270 1275 1280 

Ser Leu Asp. Ala Gly Pro Gly Val Val Pro Leu Gly Thr Pro Asp Ala 

1285 1290 1295 

Gin Ala Asp Pro Ala Ala Leu Ala His Gin Gly Cys Asp lie Asn Phe 
1300 1305 1310 

Lys Glu Val Leu Glu Asp Met Leu Arg Ser Leu His Ala Gly Pro Pro 
1315 1320 1325 

Ser Glu Gly Ala Leu Gly Glu Gly Ala Gly Ala Gly Gly Ala Ala Gly 
1330 1335 1340 

Gly Gly Pro Glu Arg Gin Ser Val lie Gin Phe Ser Pro Pro Phe Pro 

1345 1350 1355 1360 

Gly Ala Gin Ala Pro Leu 
1365 
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<210> 3107 
< 211 > 2102 
<212> DNA 

<213> Homo sapiens 
<400> 3107 

atgctgcagg agtggctggc 
60 

gagggcgagc ccaggttcta 
120 

caccagtttc tgatggagct 
180 

gactatatcc tgtttgcaga 
240 

ctcatggggc aggggcttcc 
300 

aacttctggt gtgggatcac 
360 

accaagaacc gccagcgccg 
420 

gcatccctgc gggctgaagg 
480 

acttggcctt tcgacgacat 
540 

gtccacgtgt gcaatgagca 
600 

gggctggaag acgagagggt 
660 

ccccgcatgc aggcctcagc 
720 

tttgacgagg tctttgtcat 
780 

gcctcgctct gggagatgga 
840 

ctcaacagca gtgccatcag 
900 

tactcgggcc gcactctgac 
960 

tgggaagagg tggttgccag 
1020 

tttgagagca acttcagggg 
1080 

ctgtcttggg acctgatcta 
1140 

gtggaggggc tgccgggcct 
1200 

ctgcgtctgg cgggtgcccg 
1260 

gtggacgagt tcctgcccat 
1320 

ttctggccac gggacctggt 
1380 

tatgccgggg acgccgagtg 
1440 


ggctgtgggc gatgactatg 
cccagatgaa gagggtccca 
gaagcaggaa gccctcacct 
cacagacaac attctgacca 
agtggtggcc ccaatgctgg 
cccccagggc tactaccgcc 
gggctgcttc cgtgtcccca 
ggcagaccag cttgctttct 
catcgtcttc gcctatgcct 
ccgttatggg tacatgaatg 
caacttcatc cacctgatct 
tcatgtgact cggccctcta 
cagcctggct cgcaggcctg 
gatctctggg agggtggtgg 
gaacctcggc gtagacctgc 
caagggcgag gtgggctgct 
gggcctggcc cgggtcctgg 
gcggctggag cggctgatgg 
cctcggacgg aagcaggtga 
ggtggtggct gggtactcct 
caagctgctg gcctcacagc 
catgttcgac cagcacccca 
ggccttctcc gcccagcccc 
gctcagtgac acggagacat 


ctgctgtggt ctggaggcct 
agcactggac caaagaaagg 
ttgccaggaa ctggggggcc 
acaatcagac tctgcggctt 
actcccagac ctactactcc 
gcacagccga gtacttcccc 
tggtccactc caccttcctt 
acccgccaca tcccaactac 
gccaggctgc tggggtctcc 
tgccggtgaa atcccaccag 
tagaagcact agtggacggc 
agaggcccag caagataggg 
accgtcggga acgcatgctc 
acgctgtgga tggctggatg 
tcccgggcta ccaggaccct 
tcctcagcca ttactccatc 
tgtttgagga tgacgtgcgc 
aggatgtgga ggcagagaaa 
accctgagaa ggagacggcc 
actggacgct ggcctatgcc 
ctctgcgccg catgctgccc 
acgagcagta caaggcacac 
tgctcgctgc ccctacccac 
cctctccatg ggatgatgac 
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agcggccgcc tcatcagctg gagcggctcc caaaagaccc tgcgcagccc ccgcctggac 
1500 

ctgactggca gcagcgggca cagcctccaa ccccagcccc gagatgagct ctaggtccag 
1560 

gtgatgactg caaagcagtg tccaggagca ggccactact gcccagagag cagaggagga 
1620 

ggttgttggc agggactgca gatcctgtca gacctggcca ccaccttggg catggccact 
1680 

ctgccctctg gacctgtctt tcatcgggag aaaccactca gagatggatc ccattcccta 
1740 

aaggtctcac agcaaaggag caggactccc aggcccctgt accctgcctg gcctgattca 
1800 

gggccttgtg gcccccagct tctgtttcaa gctgggcaga ccccaggatc ccttccctcc 
i860 

ctaaggactc agctgagggg cccctctgcc cccttctacc tccacctcag caccctcccc 
1920 

cagcttgatg tttgggtctc cccagcaccc tcctccctgg ccggtgcaaa gtacagggag 
1980 

gtaaagcagg acccttgcag acatgttgcc cagcacacag taggccctca ataaaagcca 
2040 

tttgcacttt aaatatatat atgtatgtat atatatgtat atatatatat atatatatat 
2100 
gt 
2102 

<210> 3108 

<211> 517 

<212> PRT 

<213 > Homo sapiens 

<400 > 3108 

Met Leu Gin Glu Trp Leu Ala Ala Val Gly Asp Asp Tyr Ala Ala Val 
15 10 15 

Val Trp Arg Pro Glu Gly Glu Pro Arg Phe Tyr Pro Asp Glu Glu Gly 
20 25 30 

Pro Lys His Trp Thr Lys Glu Arg His Gin Phe Leu Met Glu Leu Lys 
35 40 45 

Gin Glu Ala Leu Thr Phe Ala Arg Asn Trp Gly Ala Asp Tyr He Leu 
50 55 60 

Phe Ala Asp Thr Asp Asn lie Leu Thr Asn Asn Gin Thr Leu Arg Leu 

65 70 75 80 

Leu Met Gly Gin Gly Leu Pro Val Val Ala Pro Met Leu Asp Ser Gin 

85 90 95 

Thr Tyr Tyr Ser Asn Phe Trp Cys Gly He Thr Pro Gin Gly Tyr Tyr 
100 105 HO 

Arg Arg Thr Ala Glu Tyr Phe Pro Thr Lys Asn Arg Gin Arg Arg Gly 
115 120 125 

Cys Phe Arg Val Pro Met Val His Ser Thr Phe Leu Ala Ser Leu Arg 
130 135 140 

Ala Glu Gly Ala Asp Gin Leu Ala Phe Tyr Pro Pro His Pro Asn Tyr 

145 150 155 160 

Thr Trp Pro Phe Asp Asp lie lie Val Phe Ala Tyr Ala Cys Gin Ala 

165 170 175 

Ala Gly Val Ser Val His Val Cys Asn Glu His Arg Tyr Gly Tyr Met 
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180 





185 




190 



Asn Val 

Pro 

Val 

Lys 

Ser 

His 

Gin 

Gly Leu 

Glu 

Asp 

Glu 

Arg 

Val 

Asn 


195 





200 




205 




Phe lie 

His 

Leu 

He 

Leu 

Glu 

Ala 

Leu Val 

Asp 

Gly 

Pro 

Arg 

Met 

Gin 

210 





215 




220 





Ala Ser 

Ala 

His 

Val 

Thr 

Arg 

Pro 

Ser Lys 

Arg 

Pro 

Ser 

Lys 

lie 

Gly 

225 




230 




235 





240 

Phe Asp 

Glu 

Val 

Phe 

Val 

lie 

Ser 

Leu Ala 

Arg 

Arg 

Pro 

Asp 

Arg 

Arg 



245 




250 





255 


Glu Arg 

Met 

Leu 

Ala 

Ser 

Leu 

Trp 

Glu Met 

Glu 

He 

Ser 

Gly 

Arg 

Val 


260 





265 




270 



Val Asp 

Ala 

Val 

Asp 

Gly 

Trp 

Met 

Leu Asn 

Ser 

Ser 

Ala 

lie 

Arg 

Asn 


275 





280 




285 




Leu Gly 

Val 

Asp 

Leu 

Leu 

Pro 

Gly 

Tyr Gin Asp 

Pro 

Tyr 

Ser 

Gly 

Arg 

290 





295 




300 





Thr Leu 

Thr Lys 

Gly 

Glu 

Val 

Gly 

Cys Phe 

Leu 

Ser 

His 

Tyr 

Ser 

lie 

305 




310 




315 





320 

Trp Glu 

Glu 

Val 

Val 

Ala 

Arg 

Gly 

Leu Ala 

Arg 

Val 

Leu 

Val 

Phe 

Glu 



325 




330 





335 


Asp Asp 

Val 

Arg 

Phe 

Glu 

Ser 

Asn 

Phe Arg Gly 

Arg 

Leu 

Glu 

Arg 

Leu 


340 





345 




350 



Met Glu 

Asp Val 

Glu 

Ala 

Glu 

Lys 

Leu Ser Trp 

Asp 

Leu 

lie 

Tyr 

Leu 


355 





360 




365 




Gly Arg 

Lys 

Gin 

Val 

Asn 

Pro 

Glu 

Lys Glu 

Thr 

Ala 

Val 

Glu 

Gly 

Leu 

370 





375 




380 





Pro Gly 

Leu 

Val 

Val 

Ala 

Gly 

Tyr 

Ser Tyr 

Trp 

Thr 

Leu 

Ala 

Tyr 

Ala 

385 




390 




395 





400 

Leu Arg 

Leu 

Ala 

Gly 

Ala 

Arg 

Lys 

Leu Leu 

Ala 

Ser 

Gin 

Pro 

Leu 

Arg 




405 




410 





415 


Arg Met 

Leu 

Pro 

Val 

Asp 

Glu 

Phe 

Leu Pro 

lie 

Met 

Phe 

Asp 

Gin 

His 



420 





425 




430 



Pro Asn 

Glu 

Gin 

Tyr 

Lys 

Ala 

His 

Phe Trp 

Pro 

Arg 

Asp 

Leu 

Val 

Ala 


435 





440 




445 




Phe Ser 

Ala 

Gin 

Pro 

Leu 

Leu 

Ala 

Ala Pro 

Thr 

His 

Tyr 

Ala 

Gly 

Asp 

450 





455 




460 





Ala Glu 

Trp 

Leu 

Ser 

Asp 

Thr 

Glu 

Thr Ser 

Ser 

Pro 

Trp 

Asp 

Asp 

Asp 

465 




470 




475 





480 

Ser Gly 

Arg 

Leu 

lie 

Ser 

Trp 

Ser 

Gly Ser 

Gin 

Lys 

Thr 

Leu 

Arg 

Ser 




485 




490 





495 


Pro Arg 

Leu 

Asp 

Leu 

Thr 

Gly 

Ser 

Ser Gly 

His 

Ser 

Leu 

Gin 

Pro 

Gin 



500 





505 




510 



Pro Arg 

Asp 

Glu 

Leu 












515 


<210> 3109 
<2ll> 959 
<212> DNA 

<213> Homo sapiens 
<400> 3109 

nnacgcgtcc ttttcaccaa gtctcctgaa cacacaaccg ggtgccactg gaagtgattc 
60 

gcagcgcacc tgccctttgt taatacaaca tcaccttgct ccatatccta ccaaagatcc 
120 
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cctggaatct ggaaggatct acttcactcg atccctccac agtcagcagg acaactttat 
180 

tccagtctgg gggacgcctt acccgcagga gctgccaatc actgcagacg aagatgctca 
240 

cgtaatcttt gcagtcgcgc cgttctgcca gcgccatgta gcggccgtcc ctggtgaagg 
300 

tgattccctg cagactcgct cttcatcctg tgcgccatgt acaagcgagg gctggtgcag 
360 

gtctggtctt tagagcagcc cgaatggcac tgcaaaatag acgagggctc agccgggctg 
420 

gtggcctcgt gctggagccc ggacgggcgc cacattctca acaccacgga attccatctg 
480 

cggataaccg tctggtcctt gtgcacaaaa tccgtgtctt acatcaaata cccgaaagct 
540 

tgtctgcagg gaatcacctt caccagggac ggccgctaca tggcgctggc agaacggcgc 
600 

gactgcaaag attacgtgag catcttcgtc tgcagtgatt ggcagctcct gcggcatttt 
660 

gatacggaca cccaggatct cacagggatt gagtgggccc caaacggctg tgtgctggca 
720 

gtgtgggaca cctgcttgga gtacaagatt ctgctgtact cattggatgg ccggttgttg 
780 

tccacgtaca gcgctntacg agtggtcnnc ctgggcatca agtctgtggc ctggagcccc 
840 

agcagtcagt tcctggcagt tgggagctat gatggaaagg tgcgcatcct taatcacgtg 
900 

acttggaaaa tgatcacgga gtttgggcat ccctgcagcc ccataaatga ttcccaaaa 
959 

<210> 3110 
<211 > 207 
<212 > PRT 

<213> Homo sapiens 
<400 > 3110 

Met Tyr Lys Arg Gly Leu Val Gin Val Trp Ser Leu Glu Gin Pro Glu 
1 5 10 15 

Trp His Cys Lys He Asp Glu Gly Ser Ala Gly Leu Val Ala Ser Cys 
20 25 30 

Trp Ser Pro Asp Gly Arg His lie. Leu Asn Thr Thr Glu Phe His Leu 
35 40 45 

Arg lie Thr Val Trp Ser Leu Cys Thr Lys Ser Val Ser Tyr lie Lys 
50 55 60 

Tyr Pro Lys Ala Cys Leu Gin Gly lie Thr Phe Thr Arg Asp Gly Arg 

65 70 75 80 

Tyr Met Ala Leu Ala Glu Arg Arg Asp Cys Lys Asp Tyr Val Ser lie 

85 90 95 

Phe Val Cys Ser Asp Trp Gin Leu Leu Arg His Phe Asp Thr Asp Thr 
100 105 110 

Gin Asp Leu Thr Gly He Glu Trp Ala Pro Asn Gly. Cys Val Leu Ala 
115 120 125 

Val Trp Asp Thr Cys Leu Glu Tyr Lys lie Leu Leu Tyr Ser Leu Asp 
130 135 140 

Gly Arg Leu Leu Ser Thr Tyr Ser Ala Xaa Arg Val Val Xaa Leu Gly 
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14 5 





150 


He 

Lys 

Ser 

Val 

Ala 

165 

Trp 

Ser 

Ser Tyr 

Asp 

Gly 

180 

Lys 

Val 

Arg 

lie 

Thr 

Glu 

195 

Phe 

Gly 

His 

Pro 


155 


Pro 

Ser 

Ser 

170 

Gin 

Phe 

Leu 

Ala 

lie 

Leu 

185 

Asn 

His 

Val 

Thr 

Trp 

190 

Cys 

200 

Ser 

Pro 

lie 

Asn 

Asp 

205 

Ser 


160 
Val Gly 
175 

Lys Met 
Gin 


<210 > 3111 

<211> 1269 

<212> DNA 

<213 > Homo sapiens 


<400> 3111 

tttttttttt tttttttttt 
60 

atggttaaaa tcgcagtgcc 
120 . 

aactacagaa tgcacggttt 
180 

aactcaaaaa caggctctgt 
240 

ttatttgggc aaattcttaa 
300 

tccatccaga gactgaaacc 
360 

agttgaagct gttgggtttt 
420 

aacacagcac gctttgcggg 
480 

cttcactcga caccatggct 
540 

gcttacaaac gaatgaaacc 
600 

gactcacact gatccaatac 
660 

agtggaaatc attttctgtt 
720 

aaatctgtga gaattctgct 
780 

tgcgtgtttc tacgtcaccc 
840 

tctccttccc agtcacactc 
900 

tggaggccag gtgcgtgcag 
960 

cgaaccttct gccttgcaga 
1020 

tcctggatca tacagctgca 
1080 

tgctggactg tcgtcacacc 
1140 


tttttttttt tttttcttta 
aaaaatacat tgacatttag 
cagaaagcta ttttaagtta 
atgctatatc tagtttatcc 
accatggttt aaaccgtaat 
gtttctatcc ggtcagtggc 
atatagtgtg aactctgata 
catggctgac tcacaaaggt 
cagaggccac cgagaagcac 
caaagtggat gtcgttctca 
taactttctt ccctatttta 
ttggctaaac aacaaatact 
caatttaata caagatcact 
tctgtatttt tagcttccag 
ggggtcattt acacgtttct 
tgactcactc tgcctcttcc 
tcctcccgct tccgccacac 
aggctggccg gtccttgttt 
tctgcgctct tcccagtctc 


acaaaatttt tatttaataa 
caatttcact gaaaggaaga 
tttacaaata aagtatctaa 
cttcccgaac aaaatttctg 
ggttacaaac cacaaacaca 
aaaactgttg aaagggcaat 
aatattccta ccaggactaa 
tgtaacaaac aagaactact 
gagtgactga cagctcctct 
cagcactgaa agtgcttcag 
cacatatttt tctactgtcc 
agtttataac aggaatggta 
actttcttta gaatggtttc 
tttcctggta aggaataagt 
gggatgccct tgctcgtcca 
ctcttctcag gaccagtccc 
tctcgcgctc ggaagcgagc 
gccagtcgct cttttctggg 
tccatggcct cccccggagc 
ggtcctttcc cccatctctg 


cccgctgtcc tggctcccct tcttccctct gtcttggcca 
1200 
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ctcatcctca ctccttctgg aaagccgttc aggctcgtgg 
1260 

gtcatccac 

1269 

<210> 3112 
<211> 151 
<212> PRT 

<213> Homo sapiens 
<400> 3112 


Met Thr 

Ala 

Gly 

Gly 

Thr 

Glu 

Leu 

Thr 

Thr 

Ser 

1 



5 





10 


Glu Gly 

Val 

Arg 

Met 

Ser 

Arg 

Asp 

Gly 

Gly Lys 



20 





25 



Glu Gly 

Arg 

Arg 

Gly Ala 

Arg 

Thr 

Ala 

Gly 

Leu 


35 





40 




Arg Asp 

Trp 

Glu 

Glu 

Arg 

Arg 

Gly 

Val 

Thr 

Thr 

50 





55 





Lys Ser 

Asp 

Trp 

Gin 

Thr 

Arg 

Thr 

Gly 

Gin 

Pro 

65 




70 





75 

Gin Glu 

Leu 

Ala 

Ser 

Glu 

Arg 

Glu 

Ser 

Val 

Ala 




85 





90 


Ala Arg 

Gin 

Lys 

Val 

Arg 

Gly 

Leu 

Val 

Leu 

Arg 



100 





105 



Ser Glu 

Ser 

Leu 

His 

Ala 

Pro 

Gly 

Leu 

His 

Gly 


115 





120 




Gin Lys 

Arg 

Val 

Asn 

Asp 

Pro 

Glu 

Cys 

Asp 

Trp 

130 





135 





Pro Tyr 

Gin 

Glu 

Thr 

Gly 

Ser 






145 150 

<210> 3113 
<211> 631 
<212> DNA 

<213 > Homo sapiens 
<400> 3113 

nacgcgttcc tgcagaacgc ctcagccgtg gtcatcttca 
60 

gagaccatca ccatgcccca cgcgggtgta gaagacatcg 
120 

ccaaaaggga aggagatagt aagcctgctg gaaagaaaca 
180 

accatcggaa cccggaactt gcagaaatat gtgagccgca 
240 

atctccttca ttgtcctgat gatcatttcc ctcgcatggc 
300 

aggtttcgat atgcaaatgc cagggatagg aaccagcgcc 
360 

aaagccatca gcaaactcca gatcaggacc atcaagaagg 
420 

gattttgaca actgtgcagt ttgtattgaa gggtacaagc 
480 


tgagctctgt gcctcctgcc 


Leu Asn Gly Phe Pro 
15 

Asp Leu Ala Lys Thr 
30 

Arg Gly Arg Pro Trp 
45 

Val Gin His Pro Glu 
60 

Cys Ser Cys Met lie 
80 

Glu Ala Gly Gly Ser 
95 

Arg Gly Lys Arg Gin 
110 

Arg Ala Arg Ala Ser 
125 

Glu Gly Glu Leu lie 
140 


acgtgggctc 

tggccataat 

tcaccgtgac 

cttcggttgt 

tcgtctttta 

gactggggga 

gtgacaagga 

ccaatgacgt 


caacaccaac 

gattcctgag 

aatgtacatc 

gtttgtctcc 

ttacatccag 

tgcagcaaag 

aacagagtct 

tgtccggatc 
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ctgccctgcc ggcatctttt ccacaagtcc tgtgttgacc cctggcttct agaccatcgt 
540 

acctgtccca tgtgcaagat gaacattctt aaagccctag ggatcccccc caatgccgac 
600 

tgcatggacg actttgccac tgacttcgag g 
631 

<210> 3114 
< 211 > 210 
<212> PRT 

< 2 1 3 > Homo sapiens 


<4 00> 3114 


Xaa Ala 

Phe 

Leu 

Gin 

Asn 

Ala 

Ser 

Ala 

Val 

Val 

lie 

Phe 

Asn 

Val 

Gly 

1 



5 





10 





15 


Ser Asn 

Thr 

Asn 

Glu 

Thr 

lie 

Thr 

Met 

Pro 

His 

Ala 

Gly 

val 

Glu 

Asp 



20 





25 





30 



lie Val 

Ala 

lie 

Met 

lie 

Pro 

Glu 

Pro Lys 

Gly 

Lys 

Glu 

lie 

Val 

Ser 


35 





40 





4 5 




Leu Leu 

Glu 

Arg 

Asn 

lie 

Thr 

Val 

Thr 

Met 

Tyr 

lie 

Thr 

lie 

Gly 

Thr 

50 





55 





60 





Arg Asn 

Leu 

Gin 

Lys 

Tyr 

Val 

Ser 

Arg 

Thr 

Ser 

Val 

Val 

Phe 

Val 

Ser 

65 




70 





75 





80 

He Ser 

Phe 

lie 

Val 

Leu 

Met 

lie 

lie 

Ser 

Leu 

Ala 

Trp 

Leu 

Val 

Phe 




85 





90 





95 


Tyr Tyr 

lie 

Gin 

Arg 

Phe 

Arg 

Tyr 

Ala 

Asn 

Ala 

Arg 

Asp 

Arg 

Asn 

Gin 



100 





105 





110 



Arg Arg 

Leu 

Gly 

Asp 

Ala 

Ala 

Lys 

Lys 

Ala 

lie 

Ser 

Lys 

Leu 

Gin 

lie 


115 





120 





125 




Arg Thr 

lie 

Lys 

Lys 

Gly Asp 

Lys 

Glu 

Thr 

Glu 

Ser 

Asp 

Phe 

Asp 

Asn 

130 





135 





140 





Cys Ala 

Val 

Cys 

lie 

Glu Gly 

Tyr 

Lys 

Pro 

Asn 

Asp 

Val 

Val 

Arg 

lie 

145 




150 





155 





160 

Leu Pro 

Cys 

Arg 

His 

Leu 

Phe 

His 

Lys 

Ser 

Cys 

Val 

Asp 

Pro 

Trp 

Leu 




165 





170 





175 


Leu Asp 

His 

Arg 

Thr 

Cys 

Pro 

Met 

Cys 

Lys 

Met 

Asn 

lie 

Leu 

Lys 

Ala 



180 





185 





190 



Leu Gly 

lie 

Pro 

Pro 

Asn 

Ala 

Asp 

Cys 

Met 

Asp 

Asp 

Phe 

Ala 

Thr 

Asp 


195 





200 





205 





Phe Glu 


210 

<210> 3115 
<211> 1366 
<212 > DNA 

<213> Homo sapiens 
<400> 3115 

ncacaaaggc accaaaccac aaaacgtcac acgtaaacat catacgtggc aaccacaagc 
60 

caatcagttg gatatttcat tcattggtat acatatggac tgtaaggtgt ctttcaggtt 
120 

gcagaaaaga tggaaaaaag gacatgtgca ctctgcccca aagatgtcga atataatgtc 
180 
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ctatactttg cacaatcaga gaatatagct gctcatgaga attgtttgct gtattcttca 
240 

ggacttgtgg aatgtgagga tcaggatcca cttaatcctg atagaagttt tgatgtggaa 
300 

tcagtaaaga aagaaatcca gagaggaagg aagttgaaat gcaaattttg tcataaaaga 
360 

ggagccaccg tgggatgtga tttaaaaaac tgtaacaaga attaccactt tttctgtgcc 
420 

aagaaggacg acgcagttcc acagtctgat ggagttcgag gaatttataa actgctttgc 
480 

cagcaacatg ctcaattccc gatcatcgct caaagtggta aattttcagg agtgaaaaga 
v 540 

aaaagaggaa ggaagaaacc cctctcaggc aatcatgtac agccacccga aacaatgaaa 
600 

tgtaatacat tcataagaca agtgaaagaa gagcatggca gacacacaga tgcaactgtg 
660 

aaagttcctt ttcttaagaa atgcaagnga agcaggactt cttaattact tacttgaaga 
72 0 

aatattagac aaagttcatt caattccaga aaaactcatg gatgagacta cttcagaatc 
780 

agactatgaa gaaatcggga gtgcactttt tgactgtaga ttgttcgaag acacatttgt 
040 

aaattttcaa gcagcaatag agaaaaaaat tcatgcatct caacaaaggt ggcagcagtt 
900 

gaaggaagag attgagctac ttcaggactt aaaacaaacc ttgtgctctt ttcaagaaaa 
960 

tagagatctt atgtcaagtt ctacatcaat atcatccctg tcttattagg gattaccgtt 
1020 

tcctaagcca agagtcatgt caaattgcaa tcaggctcaa aaccagagac caggctgtga 
1080 

aatccacaca tctttagaac tagtcgtctc ctcttggcct cagcagctct tccctgttct 
1140 

tactggttga cattttgatc actctttgca cactcttgtg ttttttgctc actgtcacat 
1200 

tcccagcacc tagtatgctc agtaaatgtt tgtggaataa gtgcataaaa tgttcttaac 
1260 

ctttgattct acttacagcc catgatagcc tcttcttaga tataataaat ttggattata 
1320 

ctaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaa 
1366 

<210> 3116 
<211> 191 
<212 > PRT 

<213 > Homo sapiens 
<400> 3116 

Met Glu Lys Arg Thr Cys Ala Leu Cys Pro Lys Asp Val Glu Tyr Asn 
15 10 15 

Val Leu Tyr Phe Ala Gin Ser Glu Asn He Ala Ala His Glu Asn Cys 
20 25 30 

Leu Leu Tyr Ser Ser Gly Leu Val Glu Cys Glu Asp Gin Asp Pro Leu 
35 40 45 

Asn Pro Asp Arg Ser Phe Asp Val Glu Ser Val Lys Lys Glu lie Gin 
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50 55 60 

Arg Gly Arg Lys Leu Lys Cys Lys Phe Cys His Lys Arg Gly Ala Thr 

65 70 75 80 

Val Gly Cys Asp Leu Lys Asn Cys Asn Lys Asn Tyr His Phe Phe Cys 

B5 90 95 

Ala Lys Lys Asp Asp Ala Val Pro Gin Ser Asp Gly Val Arg Gly lie 
100 105 110 

Tyr Lys Leu Leu Cys Gin Gin His Ala Gin Phe Pro He lie Ala Gin 
115 120 125 

Ser Gly Lys Phe Ser Gly Val Lys Arg Lys Arg Gly Arg Lys Lys Pro 
130 135 140 

Leu Ser Gly Asn His Val Gin Pro Pro Glu Thr Met Lys Cys Asn Thr 

145 150 155 160 

Phe lie Arg Gin Val Lys Glu Glu His Gly Arg His Thr Asp Ala Thr 

165 170 175 

Val Lys Val Pro Phe Leu Lys Lys Cys Lys Xaa Ser Arg Thr Ser 
180 185 190 


<210> 3117 

<211> 1373 

<212> DNA 

<213 > Homo sapiens 

<400> 3117 

nnaacccaga agcaaaagag cagagctacc 
60 

agcccagggg gcattcaacc ccatgtttct 
120 

gcctcagcct ggggggtcac cctgagcccc 
180 

ggcagctcca tctcctgtca accacctgcc 
240 

gtgcacctgg ccgtggaatt cttcaacctg 
300 

gcctctaagc tccaagaatt gcacctctcc 
360 

ttcctgcggc cagtgccgca gctgagggtg 
420 

ctgcccccgg gcctcttcca ggcctcagcc 
480 

cagctggagg tcctggaggt ctcgtggcta 
540 

ctgtctggga accgcctccg gaaactgccc 
600 

cgcacccttg accttgggga gaaccagttg 
660 

ccgctgcaat tagaacggct acatctagaa 
720 

ctcctcttgc cgcagccgga cctgcgctac 
780 

gtggcagccg gtgccttcca gggcctgcgg 
840 

tcactggcca gcgtgcccga ggggctctgg 
900 


atgtcctctt ggagcagaca gcgaccaaaa 
agaactctgt tcctgctgct gctgttggca 
aaagactgcc aggtgttccg ctcagaccat 
gaaatccccg gctacctgcc agccgacacc 
acccacctgc cagccaacct cctccagggc 
agcaatgggc tggaaagcct ctcgcccgaa 
ctggatctaa cccgaaacgc cctgaccggg 
accctggaca ccctggtatt gaaagaaaac 
cacggcctga aagctctggg gcatctggac 
cccgggctgc tggccaactt caccctcctg 
gagaccttgc cacctgacct cctgaggggt 
ggcaacaaat tgcaagtact gggaaaagat 
ctcttcctga gcggcaacaa gctggccagg 
cagctggaca tgctggacct ctccaataac 
gcatccctag ggcagccaaa ctgggacatg 
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cgggatggct tcgacatctc cggcaacccc tggatctgtg accagaacct gagcgacctc 
960 

tatcgttggc ttcaggccca aaaagacaag atgttttccc agaatgacac gcgctgtgct 
1020 

gggcctgaag ccgtgaaggg ccagacgctc ctggcagtgg ccaagtccca gtgagaccag 
1080 

gggcttgggt tgagggtggg gggtctggta gaacactgca acccgcttaa caaataatcc 
1140 

tgcctttggc cgggtgcggg ggctcacgcc tgtaatccca gcactttggg gaggcccagg 
1200 

tggcggaatc acgaggtcag gagatcgaga ccatcttggc taacatggtg aaaccctgtc 
1260 

tctactaaaa atataaaaaa ttagccaggc gtggtggtgg gcacctgtag tcccagcaac 
1320 

tcgggaggct gaggcaggag aatggcgtga acttgggagg cggagcttgc ggt 
1373 

<210> 3118 
<211> 312 
<212> PRT 

<213 > Homo sapiens 


<400> 3118 


Val 

Thr 

Leu 

Ser 

Pro 

Lys 

Asp 

Cys 

Gin 

Val 

Phe 

Arg 

Ser 

Asp 

His 

Gly 

1 




5 





10 





15 


Ser 

Ser 

lie 

Ser 

Cys 

Gin 

Pro 

Pro 

Ala 

Glu 

lie 

Pro 

Gly 

Tyr 

Leu 

Pro 




20 





25 





30 



Ala 

Asp 

Thr 

Val 

His 

Leu 

Ala 

Val 

Glu 

Phe 

Phe 

Asn 

Leu 

Thr 

His 

Leu 



35 





40 





45 




Pro 

Ala 

Asn 

Leu 

Leu 

Gin 

Gly 

Ala 

Ser 

Lys 

Leu 

Gin 

Glu 

Leu 

His 

Leu 


50 





55 





60 





Ser 

Sex 

Asn 

Gly 

Leu 

Glu 

Ser 

Leu 

Ser 

Pro 

Glu 

Phe 

Leu 

Arg 

Pro 

Val 

65 





70 





75 





80 

Pro 

Gin 

Leu 

Arg 

val 

Leu 

Asp 

Leu 

Thr 

Arg 

Asn 

Ala 

Leu 

Thr 

Gly 

Leu 





85 





90 





95 


Pro 

Pro 

Gly 

Leu 

Phe 

Gin 

Ala 

Ser 

Ala 

Thr 

Leu 

Asp 

Thr 

Leu 

Val 

Leu 




100 





105 





110 



Lys 

Glu 

Asn 

Gin 

Leu 

Glu 

Val 

Leu 

Glu 

Val 

Ser 

Trp 

Leu 

His 

Gly 

Leu 


115 





120 





125 




Lys 

Ala 

Leu 

Gly 

His 

Leu 

Asp 

Leu 

Ser 

Gly 

Asn 

Arg 

Leu 

Arg 

Lys 

Leu 


130 





135 





140 





Pro 

Pro 

Gly 

Leu 

Leu 

Ala 

Asn 

Phe 

Thr 

Leu 

Leu 

Arg 

Thr 

Leu 

Asp 

Leu 

145 





150 





155 





160 

Gly Glu 

Asn 

Gin 

Leu 

Glu 

Thr 

Leu 

Pro 

Pro 

Asp 

Leu 

Leu 

Arg 

Gly 

Pro 





165 





170 





175 


Leu 

Gin 

Leu 

Glu 

Arg 

Leu 

His 

Leu 

Glu 

Gly 

Asn 

Lys 

Leu 

Gin 

Val 

Leu 




180 





185 





190 



Gly Lys 

Asp 

Leu 

Leu 

Leu 

Pro 

Gin 

Pro 

Asp 

Leu 

Arg 

Tyr 

Leu 

Phe 

Leu 



195 





200 





205 




Ser Gly 

Asn 

Lys 

Leu 

Ala 

Arg 

Val 

Ala 

Ala 

Gly 

Ala 

Phe 

Gin 

Gly 

Leu 


210 





215 





220 





Arg Gin 

Leu 

Asp 

Met 

Leu 

Asp 

Leu 

Ser 

Asn 

Asn 

Ser 

Leu 

Ala 

Ser 

Val 

225 





230 





235 





240 

Pro 

Glu 

Gly 

Leu 

Trp 

Ala 

Ser 

Leu 

Gly 

Gin 

Pro 

Asn 

Trp 

Asp 

Met 

Arg 
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245 250 255 

Asp Gly Phe Asp lie Ser Gly Asn Pro Trp lie Cys Asp Gin Asn Leu 
260 265 270 

Ser Asp Leu Tyr Arg Trp Leu Gin Ala Gin Lys Asp Lys Met Phe Ser 
275 280 285 

Gin Asn Asp Thr Arg Cys Ala Gly Pro Glu Ala Val Lys Gly Gin Thr 
290 295 300 

Leu Leu Ala Val Ala Lys Ser Gin 
305 310 

<210> 3119 
<211> 427 
<212> DNA 

<213 > Homo sapiens 
<4 00> 3119 

gtacacatgg tgctcaacca gcagggccgg ccatcgggcg atgccttcat tcagatgaca 
60 

tcagcagagc gagccctagc tgctgctcag cgttgccata agaaggtgat gaaggagcgc 
120 

tacgtggagg tggtcccctg ttccacagag gagatgagcc gagtgctgat ggggggcacc 
180 

ttgggccgca gtggcatgtc ccctccaccc tgcaagctgc cctgcctctc accacctacc 
240 

tacaccacct tccaagccac cccaacgctc attcccacgg agacggcagc tctatacccc 
300 

tcttcagcac tgctcccagc tgccagggtg cctgctgccc ccacccctgt tgcctactat 
360 

ccagggccag ccactcaact ctacctgaac tacacagcct actacccaag ccccgaagac 
420 

aacgcgt 

427 

<210 > 3120 
< 2 1 1 > 142 
<212> PRT 

<213> Homo sapiens 
<4 00> 3120 

Val His Met Val Leu Asn Gin Gin Gly Arg Pro Ser Gly Asp Ala Phe 
15 10 15 

lie Gin Met Thr Ser Ala Glu Arg Ala Leu Ala Ala Ala Gin Arg Cys 
20 25 30 

His Lys Lys Val Met Lys Glu Arg Tyr Val Glu Val Val Pro Cys Ser 
35 40 45 

Thr Glu Glu Met Ser Arg Val Leu Met Gly Gly Thr Leu Gly Arg Ser 
50 55 60 

Gly Met Ser Pro Pro Pro Cys Lys Leu Pro Cys Leu Ser Pro Pro Thr 

65 70 75 80 

Tyr Thr Thr Phe Gin Ala Thr Pro Thr Leu lie Pro Thr Glu Thr Ala 

85 90 55 

Ala Leu Tyr Pro Ser Ser Ala Leu Leu Pro Ala Ala Arg Val Pro Ala 
100 105 HO 

Ala Pro Thr Pro Val Ala Tyr Tyr Pro Gly Pro Ala Thr Gin Leu Tyr 
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115 

Leu Asn Tyr 
130 

<210> 3121 
<211> 284 
<212> DNA 
<213> Homo sapiens 

<400> 3121 

gaattccatg gcagctggga catctgtgag ccacgtgggt tcctgggcag caccaggacc 
60 

atctgaggat ttctcaactt ctgcagcaac ttctgcagcc agctcacacg tgaggagaaa 
120 

taagaggaac atgaacctgg acggggcagc ttccattgtc cctctcctgc tcctgctaat 
180 

gaacaaggcc tccccagagt atgaagagaa catgcacaga taccagaagg cagccaagct 
240 

cttccgggga agattctctt tattctggtg gacagtggta tgaa 
284 

< 2 1 0 > 3122 
<211> 91 
<212> PRT 

<213> Homo sapiens 


120 125 

Thr Ala Tyr Tyr Pro Ser Pro Glu Asp Asn Ala 
135 140 


<400> 3122 


Met 

Ala 

Ala 

Gly 

Thr 

Ser 

Val 

Ser 

1 




5 




Gly Pro 

Ser 

Glu 

Asp 

Phe 

Ser 

Thr 




20 





Ser 

His 

val 

Arg 

Arg 

Asn 

Lys 

Arg 



35 





40 

Ser 

He 

val 

Pro 

Leu 

Leu 

Leu 

Leu 


50 





55 


Tyr 

Glu 

Glu 

Asn 

Met 

His 

Arg 

Tyr 

65 





70 



Gly Arg 

Phe 

Ser 

Leu 

Phe 

Trp 

Trp 





85 





His 

Val 

10 

Gly Ser 

Trp 

Ala 

Ala 
15 . 

Pro 

Ser 

25 

Ala 

Ala 

Thr 

Ser 

Ala 

30 

Ala 

Ser 

Asn 

Met 

Asn 

Leu 

Asp 

45 

Gly Ala 

Ala 

Leu 

Met 

Asn 

Lys 

60 

Ala 

Ser 

Pro 

Glu 

Gin 

Thr 

Lys 

Val 

90 

Ala 

75 

Val 

Ala 

Lys 

Leu 

Phe 

Arg 

80 


<210> 3123 
<211> 344 
<212> DNA 

<213 > Homo sapiens 
<400> 3123 

aagaaagtga actgcaagcc caagaaccag gacgaacagg agattccttt ccggctccgg 
60 

gagattatga ggagccgcca agagatgaaa aacccgatca gtaacaagaa gaggaagaaa 
120 

gcagcccagg tgaccttcag aaagacattg gagaaggaag caaagggaga ggagcccgac 
180 

atcgcagtcc ccaagttcaa acagaggaag ggggagtccg acggggccta tatccaccgc 
240 
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atgcagcaag aggcccagca tgtgctgttc ctcagcaaga accaggccat ccggcagcca 
300 

gaggtgcagg cagctcccaa ggagaagtct gagcagaaaa aagc 


344 

<2 10 > 3124 
•<211> 92 
<212> PRT 
<213 > Homo sapiens 


<4 00 > 3124 


Met 

1 

Arg 

Ser 

Arg 

Gin 

5 

Glu 

Met 

Lys 

Lys 

Lys 

Ala 

Ala 

20 

Gin 

Val 

Thr 

Phe 

Lys 

Gly 

Glu 

35 

Glu 

Pro 

Asp 

He 

Ala 

40 

Gly Glu 
50 

Ser 

Asp 

Gly 

Ala 

Tyr 

55 

lie 

His 

65 

Val 

Leu 

Phe 

Leu 

Ser 

70 

Lys 

Asn 

Gin 

Ala 

Ala 

Pro 

Lys 

85 

Glu 

Lys 

Ser 


Asn 

Pro 

lie 

Ser 

Asn Lys 

Lys 

Arg 


10 





15 


Arg 

Lys 

Thr 

Leu 

Glu 

Lys 

Glu 

Ala 

25 





30 



Val 

Pro 

Lys 

Phe 

Lys 

Gin 

Arg 

Lys 





45 




His 

Arg 

Met 

Gin 

Gin 

Glu 

Ala 

Gin 




60 





Gin 

Ala 

lie 

Arg 

Gin 

Pro 

Glu 

Val 



75 





80 

Glu 

Gin 

Lys 

Lys 






90 








<210> 3125 

<211> 647 

<212 > DNA 

< 2 1 3 > Homo sapiens 

<4 00> 3125 

agatggagtt ttgctcttcg 
60 

acattaggaa ggtgctgagg 
120 

ggtcagcagg cagtttagtt 
180 

ataagataag gctggctcca 
240 

aaaactgcag cccatcctgg 
300 

atgtggcctc ggcccacgcc 
360 

ctatggctaa gacagaaaaa 
420 

aacccatctt cctgtgttct 
480 

ctgattcatc catcaagaca 
540 

agcaaacaaa agttgagttt 
600 

aatttaactt catgacaaga 
647 

<210> 3126 


tgcccaggct ggagtaccat 
aaagccatta agcatccaca 
gtgggagtat ttccaatttg 
gggaagtaat tcccccagtt 
aattagggaa catcacaaaa 
agaagccggg caaggtccca 
caaaggaaaa aaagtcctcc 
ctgccaagag agctggagca 
aataaactca gtctatggag 
tggaaagggg ctctgaagaa 
agagaaagtg actcactctt 


ggtgacagtg cgaagctaag 
gctccactgc ctaggcagat 
catgaatgaa acatggacaa 
cccctgagcc ttggatctgg 
cgtactgggg agaactcccc 
agtgccggct cgcccacaag 
ccaaacacac acataagcaa 
aaagagatga gtttgagact 
gtcagcaggg caatttgtga 
aatgaagatg acataccagg 
gacgcgt 
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<211> 116 
<212> PRT 

<213> Homo sapiens 
<400> 3126 

Met Lys Leu Asn Ser Trp Tyr Val He Phe lie Phe Phe Arg Ala Pro 
-1 5 10 15 

Phe Gin Asn Ser Thr Phe Val Cys Phe Thr Asn Cys Pro Ala Asn Leu 
20 25 30 

His Arg Leu Ser Leu Phe Val Leu Met Asp Glu Ser Glu Ser Gin Thr 
35 40 45 

His Leu Phe Cys Ser Ser Ser Leu Gly Arg Glu His Arg Lys Met Gly 
50 55 60 

Phe Ala Tyr Val Cys Val Trp Gly Gly Leu Phe Phe Leu Cys Phe Ser 

65 70 75 80 

Val Leu Ala lie Ala Cys Gly Arg Ala Gly Thr Trp Asp Leu Ala Arg 

85 90 95 

Leu Leu Ala Trp Ala Glu Ala Thr Trp Gly Val Leu Pro Ser Thr Phe 


100 

Cys Asp Val Pro 
115 

<210> 3127 
<211> 2218 
<212> DNA 

<213 > Homo sapiens 
<400> 3127 

ncagaagtta gccaagatga acttaatgaa 
60 

ttcttcactg aagaggtgga ctcccgaaaa 
120 

actttggaga aattgaagag cctagggctt 
180 

ggcctgggct tctccaacac catgtactca 
240 

tccatcactg tgaccctggc agcgcaccag 
300 

ggcactgagg agcagaaagc caaatacttg 
360 

gccttctgcc tcacggagcc agccagtggg 
420 

acactaagtg aagacaagaa gcactacatc 
480 

ggaggactgg cca atatttt tactgtgttt 
540 

tcagtgaaag acaagatcac agcattcata 
600 

gggaaacccg aagataaatt aggcattcgg 
660 

aacaccaaga tacctgtgga aaacatcctt 
720 

atgaacatcc tcaacagcgg ccggttcagc 
780 


105 110 


atcaatcagt tcttgggacc cgtggaaaaa 
attgaccagg aagggaaaat cccagatgaa 
tttgggctgc aagtcccaga agaatatggt 
agactagggg agatcatcag catggatggg 
gctattggcc tcaaggggat catcttggct 
cctaaactgg cgtccgggga gcacatagca 
agcgatgcag cctcaatccg gagcagagcc 
ctcaatggct ccaaggtctg gattactaat 
gcaaagactg aggtcgttga ttctgatgga 
gtagaaagag actttggtgg agtcactaat 
ggctccaaca cttgtgaagt ccattttgaa 
ggagaggtcg gagatgggtt taaggtggcc 
atgggcagcg tcgtggctgg gctgctcaag 
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agattgattg aaatgactgc 
840 

agtgaatttg gattgattca 
900 

gagagtatga cctacctcac 
960 

atcgaggcag ccatggtgaa 
1020 

gcgctgcaga tcctcggggg 
1080 

cgtgacaccc gcatcctcct 
1140 

gccctgacgg gtctgcagca 
1200 

caggccaaag tgagcacagt 
1260 

cgaactgtgg acctggggct 
1320 

agtgccaaca agtttgagga 
1380 

ctccgctttg gcaagaccat 
1440 

ctcatcaacc tgtatggcat 
1500 

gggctccgca accacgacca 
1560 

ttgcagaatc tcttcagcct 
1620 

cagattaaga aagtgtccca 
1680 

ctggacagga catgctgagg 
1740 

ggcccgttgc tggatgactg 
1800 

agccttttgt tccccgtctg 
1860 

aggttttgac ctgcaggcag 
1920 

gagagagaga atggaattgc 
1980 

caccatagtg gaaactgggg 
2040 

tgtgtcaggt gtggatagcc 
2100 

agctctgtct gggtcattca 
2160 

accatttaac aaagaatata 
2218 

<210> 3128 
<211> 565 
<212> PRT 

<213> Homo sapiens 


tgagtacgcc tgcacaagga 
ggagaaattt gcactgatgg 
agcagggatg ctggaccaac 
ggtgttcagc tccgaggccg 
cttgggctac acaagggact 
catcttcgag ggaaccaatg 
tgccggccgc atcctgacta 
catggatacc gttggccgga 
gacaggcaac catggagttg 
gaacacctac tgcttcggcc 
catggaggag cagctggtac 
gacggccgtg ctgtcgcggg 
cgaggttctc ttggccaaca 
ctctcagctg gacaagtatg 
gcagatcctt gagaagcgag 
caggggacag tgtcccctgc 
ttactctttt ttcagaaggt 
cacctgaagg gttgtcgcct 
tgctctctaa caggaccatc 
tgacccctgg aactggcggg 
cttatgctgc tgcctccagg 
atttctgctc aaccacacat 
tttaaactag aagcagaggc 
aaatgtcaca atctgtgtac 


aacagtttaa caagaggctc 
ctcagaaggc ttacgtcatg 
ctggctttcc cgactgctcc 
cctggcagtg tgtgagtgag 
atccgtacga gcgcatactg 
agattctccg gatgtacatc 
ccaggatcca tgagcttaaa 
ggcttcggga ctccctgggc 
tgcaccccag tcttgcggac 
ggaccgtgga gacactgctg 
tgaagcgggt ggccaacatc 
ccagccgctc catccgcatt 
ccttctgcgt ggaagcttac 
ctccagaaaa cctagatgag 
cctatatctg tgcccaccct 
taccgcccgc ccctacccat 
gttgggatta tcacaggtta 
ggcctgggag agcctcttcc 
acagcttctg aactgagccg 
tattctggtc attgaggaga 
gtgtgaggtg ggtggggacc 
tctctaagaa acagcttgaa 
acttaaaaca tgtaccagga 
tgttaaaaaa aaaaaaaa 
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<400> 3128 


Xaa 

GlU 

Val 

Ser 

Gin 

Asp 

Glu 

Leu 

Asn 

Glu 

lie 

Asn 

Gin 

Phe 

Leu Gly 

1 




5 





10 





15 


Pro 

Val 

Glu 

Lys 

Phe 

Phe 

Thr 

Glu 

Glu 

Val 

Asp 

Ser 

Arg 

Lys 

lie Asp 




20 





25 





30 



Gin 

Glu 

Gly 

Lys 

lie 

Pro 

Asp 

Glu 

Thr 

Leu 

Glu 

Lys 

Leu 

Lys 

Ser 

Leu 



35 





40 





45 




Gly 

Leu 

Phe 

Gly 

Leu 

Gin 

Val 

Pro 

Glu 

Glu 

Tyr 

Gly 

Gly 

Leu 

Gly Phe 


50 





55 





60 





Ser 

Asn 

Thr 

Met 

Tyr 

Ser 

Arg 

Leu 

Gly 

Glu 

lie 

lie 

Ser 

Met 

Asp Gly 

65 





70 





75 





80 

Ser 

lie 

Thr 

Val 

Thr 

Leu 

Ala 

Ala 

His 

Gin 

Ala 

lie 

Gly 

Leu 

Lys Gly 





85 





90 





95 


He 

lie 

Leu 

Ala 

Gly 

Thr 

Glu 

Glu 

Gin 

Lys 

Ala 

Lys 

Tyr 

Leu 

Pro 

Lys 




100 





105 





110 



Leu 

Ala 

Ser Gly Glu 

His 

lie 

Ala 

Ala 

Phe 

Cys 

Leu 

Thr 

Glu 

Pro 

Ala 



115 





120 





125 




Ser 

Gly 

Ser Asp 

Ala 

Ala 

Ser 

lie 

Arg 

Ser 

Arg 

Ala 

Thr 

Leu 

Ser 

Glu 


130 





135 





140 





Asp 

Lys 

Lys 

His 

Tyr 

lie 

Leu 

Asn 

Gly 

Ser 

Lys 

Val 

Trp 

lie 

Thr 

Asn 

145 





150 





155 





160 

Gly 

Gly 

Leu 

Ala 

Asn 

lie 

Phe 

Thr 

Val 

Phe 

Ala 

Lys 

Thr 

Glu 

Val 

Val 




165 





170 





175 


Asp 

Ser 

Asp Gly 

Ser 

Val 

Lys 

Asp 

Lys 

lie 

Thr 

Ala 

Phe 

lie 

Val 

Glu 




180 





185 





190 



Arg 

Asp 

Phe Gly Gly 

Val 

Thr 

Asn 

Gly 

Lys 

Pro 

Glu 

Asp 

Lys 

Leu Gly 



195 





200 





205 




lie 

Arg 

Gly Ser 

Asn 

Thr 

Cys 

Glu 

Val 

His 

Phe 

Glu 

Asn 

Thr 

Lys 

lie 


210 





215 





220 





Pro 

Val 

Glu 

Asn 

lie 

Leu 

Gly Glu 

Val 

Gly 

Asp 

Gly 

Phe 

Lys 

Val 

Ala 

225 





230 





235 





240 

Met 

Asn 

He 

Leu 

Asn 

Ser 

Gly Arg 

Phe 

Ser 

Met 

Gly 

Ser 

Val 

Val 

Ala 





245 





250 





255 


Gly 

Leu 

Leu Lys 

Arg 

Leu 

lie 

Glu 

Met 

Thr 

Ala 

Glu 

Tyr 

Ala 

Cys 

Thr 




260 





265 





270 



Arg 

Lys 

Gin 

Phe 

Asn 

Lys 

Arg 

Leu 

Ser 

Glu 

Phe 

Gly 

Leu 

lie 

Gin 

Glu 



275 





280 





285 




Lys 

Phe 

Ala 

Leu 

Met 

Ala 

Gin Lys 

Ala 

Tyr 

Val 

Met 

Glu 

Ser 

Met 

Thr 


290 





295 





300 





Tyr 

Leu 

Thr 

Ala 

Gly 

Met 

Leu 

Asp 

Gin 

Pro 

Gly 

Phe 

Pro 

Asp 

Cys 

Ser 

305 





310 





315 





320 

lie 

Glu 

Ala 

Ala 

Met 

Val 

Lys 

Val 

Phe 

Ser 

Ser 

Glu 

Ala 

Ala 

Trp 

Gin 





325 





330 





335 


Cys 

Val 

Ser 

Glu 

Ala 

Leu 

Gin 

lie 

Leu 

Gly 

Gly 

Leu 

Gly 

Tyr 

Thr Arg 




340 





345 





350 



Asp 

Tyr 

Pro Tyr 

Glu 

Arg 

lie 

Leu 

Arg 

Asp 

Thr 

Arg 

lie 

Leu 

Leu 

lie 



355 





360 





365 




Phe 

Glu 

Gly Thr 

Asn 

Glu 

lie 

Leu 

Arg 

Met 

Tyr 

lie 

Ala 

Leu 

Thr Gly 


370 





375 





380 





Leu 

Gin 

His 

Ala 

Gly 

Arg 

lie 

Leu 

Thr 

Thr 

Arg 

lie 

His 

Glu 

Leu 

Lys 

385 





390 





395 





400 

Gin 

Ala 

Lys 

Val 

Ser 

Thr 

Val 

Met 

Asp 

Thr 

Val 

Gly 

Arg 

Arg 

Leu Arg 





405 





410 





415 


Asp 

Ser 

Leu Gly Arg 

Thr 

Val Asp 

Leu 

Gly 

Leu 

Thr 

Gly 

Asn 

His Gly 
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420 

Val Val His Pro Ser Leu Ala Asp 
435 440 

Thr Tyr Cys Phe Gly Arg Thr Val 
450 455 

Lys Thr He Met Glu Glu Gin Leu 
465 470 

Leu lie Asn Leu Tyr Gly Met Thr 
485 

Ser lie Arg lie Gly Leu Arg Asn 
500 

Asn Thr Phe Cys Val Glu Ala Tyr 
515 520 

Gin Leu Asp Lys Tyr Ala Pro Glu 
530 535 

Val Ser Gin Gin lie Leu Glu Lys 
545 550 

Leu Asp Arg Thr Cys 
565 

<210> 3129 

<211> 1964 

<212 > DNA 

<213 > Homo sapiens 

<4 00 > 3129 

nttttttttt tctcctataa catgattgcc 
60 

atagggagtt ggagatgcta accaagcatg 
120 

tcagggactt ggagacagcc tttaacttct 
180 

aaaccatcct ttggtttttg atcctgagtc 
240 

agagtttcaa cccttaggta accttaaaag 
300 

gcagtataca aacttgatat taaatgacaa 
360 

tctttcatag aggcatcaca gtgagtctct 
420 

ggcttacaga gtatgaatgc acgataagaa 
480 

tttaaaagaa ggaagaagag aaaacgagat 
540 

tgtgtgtgtg tgtgcgtgtg tgtgtgtgca 
600 

tgtgtggttg gcaggcctag tgatcctgtt 
660 

tttttacttt gcataaagta gatacttggc 
720 

ccacctttgg agtctttcct tctgattcac 
780 

atccatcaca aaagttttgc acatgctcta 
840 


425 430 

Ser Ala Asn Lys Phe Glu Glu Asn 
445 

Glu Thr Leu Leu Leu Arg Phe Gly 
460 

Val Leu Lys Arg Val Ala Asn lie 
475 480 

Ala Val Leu Ser Arg Ala Ser Arg 
490 495 

His Asp His Glu Val Leu Leu Ala 
505 510 

Leu Gin Asn Leu Phe Ser Leu Ser 
525 

Asn Leu Asp Glu Gin lie Lys Lys 
540 

Arg Ala Tyr He Cys Ala His Pro 
555 560 


ttttatttat tatgcaggtt gttgatttac 
gagttttcac atggtctatt tctgctgagt 
ggcaaaaaga caatttcaca aaggtgttta 
agagacggac atgtgcttat gaaagaaggt 
agcaggaact atgttgtgtg taagtcatgt 
attggaacaa tctttctcta ggaatgcctc 
taaagccttg atctaggtgt gttacagatg 
ggaaattgga tagggagtga ggatatgaaa 
tttaagacag gaaatgaagc tctgtgtgtg 
cgcgtgcgtg cgtgtgtgca cgtgcgtgtg 
gtttagtgtc tctgagattt gagttgtgcc 
catatgtagt tccaaggaga agtcagagtt 
gattttcttt caacaatttt ccacttagga 
cggaaacttc tgctgtgggc agtgtatccc 
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actcgtcatc tagagtctgg 
900 

aaaatgatat caccttccca 
960 

tcccctggaa gagcttggct 
1020 

aggccttgtt cattatcagg 
1080 

cagtcacagg gttggagcag 
1140 

atgttcctct tatttctcct 
1200 

aaatcctcag atggtcctgg 
1260 

gccatggaat tcattgctgc 
1320 

ataccagcag tgcccatact 
1380 

atcagcactg attctgaggt 
1440 

tttcgcctgg tagacaatga 
1500 

gccaccaaat tgagccgttt 
1560 

cctgtgactg tgattgggtt 
1620 

aacaaggcct ccccagagta 
1680 

ttccagggga agattctctt 
1740 

atatcatttt tcaaactaaa 
1800 

gatgacgagt gggatacact 
1860 

tgtgatggat tcctaagtgg 
1920 

cccaaggtgg aactctgact 
1964 

<210 > 3130 
<211> 273 
<212> PRT 

<213> Homo sapiens 


<400> 3130 


Met 

1 

Glu 

Ala 

Ala 

Pro 

5 

Cys 

Glu 

Leu 

Ala 

20 

Ala 

Gly 

Pro Gly 
35 

Ala 

Ala 

Ala 

Met 

50 

Glu 

Phe 

He 

Gin 

Asp 

Leu 

Glu 

lie 


taaattgcca aagctggcag 
ttttctttca taccactgtc 
gccttctggt atctgtgcat 
aggagatgaa tctgaattac 
gagcaggaga gggacaatgg 
cacgtgtgag ctggctgcag 
tgctgcccag gaacccacgt 
cactgaggtg gctgtcatag 
ccatagcatg gtgcaaaaat 
tctgacacac tacaacatca 
acaactgaat ttagaggacg 
cattgagatc aacagcctcc 
attcaacagc gtaattcaga 
tgaagagaac atgcacagat 
tattctggtg gacagtggta 
ggagtctcaa ctgccagctt 
gcccacagca gaagtttccg 
aaaattgttg aaagaaaatc 
tctccttgga actacatatg 


Ser Arg 

Phe 

Met 

Phe 

10 

Leu 

Glu 

Val 

Ala 

Ala 

25 

Glu 

val 

Gin 

Glu 

Pro 

40 

Thr Trp 

Leu 

Ala 

Ala 

55 

Thr 

Glu 

Val 

Ala 

Pro 

Ala 

Val 

Pro 

lie 

Leu 


ttgagactcc tttagtttga 
caccagaata aagagaatct 
gttctcttca tactctgggg 
gctgttgaat aacccaatca 
aagctgcccc gtccaggttc 
aagttgctgc agaagttgag 
ggctcacaga tgtcccagct 
gcttcttcca ggatttagaa 
tcccaggcgt gtcatttggg 
ctgggaacac catctgcctc 
aagacattga aagcattgat 
acatggtgac agagtacaac 
ttcatctcct cctgataatg 
accagaaggc agccaagctc 
tgaaagaaaa tgggaaggtg 
tggcaattta ccagactcta 
tagagcatgt gcaaaacttt 
gtgaatcgaa aagaaagact 
gcc a 


Leu Phe Leu Leu Thr 
15 

Glu Lys Ser Ser Asp 
30 

Thr Asp Val Pro Ala 
45 

Val lie Gly Phe Phe 
60 v ; 

His Ser Met Val Gin 
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65 70 75 80 

Lys Phe Pro Gly Val Ser Phe Gly lie Ser Thr Asp Ser Glu Val Leu 
85 90 95 

Thr His Tyr Asn He Thr Gly Asn Thr lie Cys Leu Phe Arg Leu Val 
100 105 110 

Asp Asn Glu Gin Leu Asn Leu Glu Asp Glu Asp lie Glu Ser lie Asp 
115 120 125 

Ala Thr Lys Leu Ser Arg Phe He Glu lie Asn Ser Leu His Met Val 
130 135 140 

Thr Glu Tyr Asn Pro Val Thr Val lie Gly Leu Phe Asn Ser Val lie 

145 150 155 160 

Gin lie His Leu Leu Leu lie Met Asn Lys Ala Ser Pro Glu Tyr Glu 

165 170 175 

Glu Asn Met His Arg Tyr Gin Lys Ala Ala Lys Leu Phe Gin Gly Lys 
180 185 190 

lie Leu Phe lie Leu Val Asp Ser Gly Met Lys Glu Asn Gly Lys Val 
195 200 205 

lie Ser Phe Phe Lys Leu Lys Glu Ser Gin Leu Pro Ala Leu Ala lie 
210 215 220 

Tyr Gin Thr Leu Asp Asp Glu Trp Asp Thr Leu Pro Thr Ala Glu Val 

225 230 235 240 

Ser Val Glu His Val Gin Asn Phe Cys Asp Gly Phe Leu Ser Gly Lys 

245 250 255 

Leu Leu Lys. Glu Asn Arg Glu Ser Lys Arg Lys Thr Pro Lys Val Glu 
260 265 270 

Leu 


<210> 3131 
<211> 1544 
<212> DNA 

<213> Homo sapiens 
<400> 3131 

nnaactccag gacgagacgc ggagcgaccc gcgcacgagc gataggcggc gaacgtggcc 
60 

caggccgccg agaccggcag ctgcgtgggg cgggggctgc gctgagcccg atactgccgg 
120 

ctccgagctt agcaaagaag cgacttcaga agaagcgaat gcatgtgaaa tcgtctcaag 
180 

ctacctcgag ctcagccagt ttaatcaccc ccagagagcc gaacaactgc gagcgcaatg 
240 

ggacacaaaa tcattttgtg ttggtctcgg aaagagggtc gtggtcccgc acggatgcgc 
300 

ttgttgggag aaaccttgga gattcacggc aaggcgtaaa gcctggggct tccaacgata 
360 

ctctgggcag ggatggaagc ctagatgcct caccgcaagg agcggccgag cgggtcctcg 
420 

cttcacacac acggcagcac cggcaccgcg gagggaggaa acatgtcccg gctgtctctc 
480 

acccggtcgc ctgtgtctcc cctggctgcc cagggcatcc ccctgccagc acaactcaca 
540 . 

aaatccaatg cgcctgtcca cattgatgtg ggcggccaca tgtacaccag cagcctggcc 
600 
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accctcacca aataccctga atccagaatc ggaagacttt ttgatggtac agagcccatt 
660 

gttttggaca gtctcaaaca gcactatttc attgacagag atggacagat gttcagatat 
720 

atcttgaatt ttctacgaac atccaaactc ctcattcctg atgatttcaa ggactacact 
780 

ttgttatatg aagaggcaaa atattttcag cttcagccca tgttgttgga gatggaaaga 
840 

tggaagcagg acagagaaac tggtcgattt tcaaggccct gtgagtgcct cgtcgtgcgt 
900 

gtggccccag acctcggaga aaggatcacg ctaagcggtg acaaatcctt gatagaagaa 
960 

gtatttccag agatcggcga cgtgatgtgt aactctgtca atgcaggctg gaatcacgac 
1020 

tcgacgcacg tcatcaggtt tccactaaat ggctactgtc acctcaactc agtccaggtc 
1080 

ctcgagaggt tgcagcaaag aggatttgaa atcgtgggct cctgtggggg aggagtagac 
1140 

tcgtcccagt tcagcgaata cgtccttcgg cgggaactga ggcggacgcc ccgtgtaccc 
1200 

tccgtcatcc ggataaagca agagcctctg gactaaatgg acatatttct tatgcaaaaa 
1260 

ggaaaacaca cacaaccaat aactcaaaca aaaaagggac atttatgtgc agttgggaca 
1320 

gcaaaccaag tcctggacgt aaaatcgaat aaaagacaca tttatatcca atagagacca 
1380 

cacctgtatt catatgggaa caattggaat agtgatatcc tcaaggtgta aaaaatatat 
1440 

aaatatatat atatatgtca aaaggtagga aatgcaaaaa agaaaaaaaa aaaaaggtga 
1500 

cagccgcagt tggtgctgtg atagccatga aatatcctgg gccc 
1544 

<2 10> 3132 

<211> 283 

<212> PRT 

<213> Homo sapiens 

<400> 3132 


Met 

Pro 

His 

Arg 

Lys 

Glu 

Arg 

Pro 

Ser 

Gly 

Ser 

Ser 

Leu 

His 

Thr 

His 

1 




5 





10 





15 


Gly 

Ser 

Thr 

Gly 

Thr 

Ala 

Glu 

Gly 

Gly 

Asn 

Met 

Ser 

Arg 

Leu 

Ser 

Leu 




20 





25 





30 



Thr 

Arg 

Ser 

Pro 

Val 

Ser 

Pro 

Leu 

Ala 

Ala 

Gin 

Gly 

lie 

Pro 

Leu 

Pro 



35 





40 





45 




Ala 

Gin 

Leu 

Thr 

Lys 

Ser 

Asn 

Ala 

Pro 

Val 

His 

lie 

Asp 

Val Gly 

Gly 


50 





55 





60 





His 

Met 

Tyr 

Thr 

Ser 

Ser 

Leu 

Ala 

Thr 

Leu 

Thr 

Lys 

Tyr 

Pro 

Glu 

Ser 

65 





70 





75 





80 

Arg 

He 

Gly 

Arg 

Leu 

Phe 

Asp 

Gly 

Thr 

Glu 

Pro 

lie 

Val 

Leu Asp 

Ser 





85 





90 





95 


Leu 

Lys 

Gin 

His 

Tyr 

Phe 

lie 

Asp 

Arg 

Asp 

Gly 

Gin 

Met 

Phe Arg 

Tyr 




100 





105 





110 



lie 

Leu 

Asn 

Phe 

Leu 

Arg 

Thr 

Ser 

Lys 

Leu 

Leu 

lie 

Pro 

Asp Asp 

Phe 
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115 120 125 

Lys Asp Tyr Thr Leu Leu Tyr Glu Glu Ala Lys Tyr Phe Gin Leu Gin 

130 135 140 

Pro Met Leu Leu Glu Met Glu Arg Trp Lys Gin Asp Arg Glu Thr Gly 

145 150 155 160 

Arg Phe Ser Arg Pro Cys Glu Cys Leu Val Val Arg Val Ala Pro Asp 

165 170 175 

Leu Gly Glu Arg lie Thr Leu Ser Gly Asp Lys Ser Leu lie Glu Glu 
180 185 190 

Val Phe Pro Glu He Gly Asp Val Met Cys Asn Ser Val Asn Ala Gly 

195 200 205 

Trp Asn His Asp Ser Thr His Val lie Arg Phe Pro Leu Asn Gly Tyr 

210 215 220 

Cys His Leu Asn Ser Val Gin Val Leu Glu Arg Leu Gin Gin Arg Gly 

225 230 235 240 

Phe Glu lie Val Gly Ser Cys Gly Gly Gly Val Asp Ser Ser Gin Phe 

245 250 255 

Ser Glu Tyr Val Leu Arg Arg Glu Leu Arg Arg Thr Pro Arg Val Pro 
260 265 270 

Ser Val lie Arg lie Lys Gin Glu Pro Leu Asp 

275 280 

<210> 3133 
<211> 621 
<212> DNA 

<213 > Homo sapiens 
<400> 3133 

ggatccttgg ggtgttgctt cgccagctgg aaacctctgt ggacagtggc gtctttgccc 
60 

gagtttttct ctagcccgct aggctcgttc tgtccactcg gcctggcacg ctacgcctgg 
120 

gtctgatgcc tgccaagggc aagccaggcg tggagcagcg agaggtgtgt gagtgagcat 
180 

ggggtocragc: catcgcacac agcaggcacg ctggctgcag tggggcaggc agctccacgc 
240 

gcagtcatgg ctccctgtga agctgcagct ggaccaggcg tactacaagc agcttccact 
300 

gcaggcactg gggaacatgg tggcacctgg aagcttggag acgctagaaa ccgcagagcc 
360 

ctaaagaggg tgtcacagcc ctggctcagg gagctcctag gtctgggctt cccgaagggc 
420 

tgcagctctt ctctccttct tctttccttg tcacctgcaa cgtggtgagc aagggacata 
480 

tttcagcgct gtttgtgtta cacctctttt agccccgccg ttcggcaggt cccgagttct 
540 

tgtgctgcat ccaggaagaa tgagactgaa gtgaaatcag aagaaggccc aggttggacg 
600 

atcctacgtg atgatttcat g 
621 

<210> 3134 
<211> 51 
<212 > PRT 
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<213 > Homo sapiens 

<400> 3134 
Ala Arg Asp 
1 

Ala Val Arg 

Thr Glu Val 
35 

Asp Phe Met 
50 


<210> 3135 
<211> 3166 
<212 > DNA 


<213 > Homo 
<400> 3135 

sapiens 





nncgtgtgtg 

60 

gtggacaagg 

120 

gatttgagac 

cgagctcaat gtccagtttg 

tcagccacat 

gtcactccac 

agcagtggat 

gttttcgatc 

tgctgcactg 

cctgcgactt 

cgtcaccatg 

gaggaagcag 

180 

agataaagac 

tcacattggc 

accaagcaca 

caggggaaga 

caggaagacc 

cccagcgaat 

240 

caaatagccc 

ctcttcatcc 

tccctctcag 

ctctgagtga 

ttcagccaac 

agcaaagatg 

300 

attcagatgg 

ctcccagaaa 

aacaagggcg 

ggaacaatct 

gctgggcatc 

tctgtcatgc 

360 

ctgggagcca 

gccctcactg 

aacagtgagg 

aaaagccaga 

gaaagggttc 

gaatgtgttt 

420 

tttgcaactt 

tgtctgcaag 

acgaagaaca 

tgtttgagcg 

tcatctgcag 

atacacctca 

480 

tcacccggat 

gtttgagtgt 

gatgtgtgcc 

acaagttcat 

gaagaccccc 

gaacagctgc 

540 

tggagcataa 

gaaatgccac 

actgtcccca 

ccggtgggct 

caactcagga 

cagtggtgag 

600 

tttcagactc 

ctctaggtgc 

ccattctgca 

tttattccac 

caaccgcccc 

gctgccatgg 

660 

agtgccacct 

caagacccac 

taccagatgg 

agtacaagtg 

cccgatctgc 

cagacggtga 

720 

aagccaacca 

gctggagctg gagacgcaca 

cccgggagca 

ccgcctgggc 

aaccactaca 

780 

agtgcgacca 

gtgcggctac 

ctgtccaaga 

ccgccaacaa 

gctcatcgag 

cacgtgcgcg 

840 

tccacaccgg 

gagcgggccc 

ttccactggg 

accagtgcag 

ctacagctgc 

aagcgcaagg 

900 

acaatctcaa 

cctgcacaag 

aagctgaagc 

acgccccacg 

ccagaccttc 

agctgcgaag 

960 

agtgcctgtt 

caagaccaca 

caccctttcg 

tcttcagccg 

ccacgtcaag 

aagcaccaga 

1020 

gtggggactg 

ccccgaggag 

gacaagaagg 

gcctgtgtcc 

agcccccaag 

gaaccggccg 

1080 

gcccgggggc 

cccgctcctg gtggtcggga 

gctcccggaa 

tctcctgtct 


He Phe Gin Arg Cys Leu Cys Tyr Thr Ser Phe Ser Pro 
5 . 10 15 

Gin Val Pro Ser Ser Cys Ala Ala Ser Arg Lys Asn Glu 
20 25 30 

Lys Ser Glu Glu Gly Pro Gly Trp Thr lie Leu Arg Asp 
40 45 
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cccctgtcag ttatgtctgc 
1140 

ggcagcagct cagagcccaa 
1200 

cgctttgaca agtaccggaa 
1260 

cccaagaacc acttggatct 
1320 

atcccctcac ccaaacactc 
1380 

gtctgagggc agccatgttc 
1440 

aaaccacaaa acttaaacac 
1500 

cgatgggtct ggaacatgtg 
1560 

gtgtatacct attgcattga 
1620 

ctgcatactt ctaccttcag 
1680 

tctccgtact tttctctgaa 
1740 

atagcaatca gcacttgtaa 
1800 

cggtgtgtgg gcgtttgtgg 
1860 

tctattgcac attctttgta 
1920 

ggttgttcat ccacgacagt 
1980 

atggctacag agtggtaggg 
2040 

tgctgctgga gatttccgcc 
2100 

gaagaggcga ggaatcaagt 
2160 

atcacagaac ttaagtgtgt 
2220 

acacacacag tgcatcattt 
2280 

cagtggttac catttgtttg 
2340 

taaatccagc caaggagatt 
2400 

taaaaaaaag aaatggcagt 
2460 

atctgaaaaa aaaaaagtaa 
2520 

gactgtatgt ttgaagattt 
2580 

tgctgtttag tcctatggtt 
2640 

tcttctggct aatcgtggta 
2700 


ctcccaggct ctgcagaccg 
cctggcactc aaggctttgg 
ctcagatttt gcccatctca 
cacattccac cctccccgac 
cttcctggcc tatctcggac 
tgtaccaaaa acagagagac 
aaccccagca ggtgtatgtt 
tactgtatat ctttagtaag 
cctgaaagct gctttatcca 
aggcatgcct ccccagccac 
aggaatcttg tcttgttaaa 
gcttatatac tggtgcattt 
attctgaaag agaaagccgt 
ctggcttctt taacagcgat 
ctctccctgt gctccttcat 
cctggtgctt agtcgatgaa 
agagcgctgg agaccttgcg 
gactgatctg gaagaaatat 
tttgtgtgtg tgcccacacg 
tttaagggca gattatatat 
caggaaaaag aaatgtatgg 
aaaaggggtt tggataaatt 
tttgcacagt gctatggtct 
aataaaagga agaaaatgta 
agccacaacc tctttgacat 
cagtttatgc ccctgacaag 
tcctccatgt tattagtaat 


tggccctgtc ggcagcccac 
ccttcaacgg ctcccctttg 
ttcccttgac aatgttatac 
ctcagactgc gcctcccagc 
tgagagaaag agcagagact 
aaaagacaaa aaaaaaaaaa 
gctgcaaaac ctacagaccc 
gaatagaaaa ttggctctgt 
atcttcagag aggtgaccta 
ccactcccac tctcagccct 
ccctaaagag agtgtcctta 
ggttttctgt tgggtgaatg 
gtgtcgtgtg ccatgacatt 
gaacgttctt ttccctcctg 
cacctttccc tctctctttg 
ggaatggtag ccatctacag 
ctcagatctt ctctggtgat 
ctcgcagcac tgcagctaac 
tagacaaatg tgtacggtgc 
atatatgaga tgtattaatt 
gtgaaaaaat ttatggttga 
ctgggtataa atgctcagac 
tgcactagtt tttgtttctc 
ccttttttat ggaatgagta 
ataatgacgc aacaaaaagg 
tttccattgt gttttgccga 
tctgtattcc attttgttaa 
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cgcctggtag atgtaacctg ctaggaggct 
2760 

tgtggtcatt aaaatggcaa tttatgtgca 
2820 

gttggttgta aagctctttg ctaatcttaa 
2880 

gaaaaaaatc tttggctgaa tatgttcatt 
2940 

gtatgaaaca ggctgaaaga gcaggaagaa 
3000 

aatataaaag tttatatatt atttatctat 
3060 

cttactgtgt tgctgttttc catcatgtgt 
3120 

gtttcaccag gggaaaataa aagcatccct 
3166 

<210> 3136 
<211> 278 
<212> PRT 
<213 > Homo sapiens 


<4 00> 3136 


Val 

Ser 

Asp 

Ser 

Ser 

Arg 

Cys 

Pro 

1 




5 




Pro 

Ala 

Ala 

Met 

Glu 

Cys 

His 

Leu 




20 





Lys 

Cys 

Pro 

He 

Cys 

Gin 

Thr 

Val 



35 





40 

Thr 

His 

Thr 

Arg 

Glu 

His 

Arg 

Leu 


50 





55 


Cys 

Gly 

Tyr 

Leu 

Ser 

Lys 

Thr 

Ala 

65 





70 



Val 

His 

Thr 

Gly 

Ser 

Gly Pro 

Phe 





85 




Cys 

Lys 

Arg 

Lys 

Asp 

Asn 

Leu 

Asn 




100 





Pro 

Arg 

Gin 

Thr 

Phe 

Ser 

Cys 

Glu 



115 





120 

Pro 

Phe 

Val 

Phe 

Ser 

Arg 

His 

Val 


130 





135 


Pro 

. Glu 

Glu 

Asp 

Lys 

Lys Gly 

Leu 

145 





150 



Gly 

Pro 

Gly 

Ala 

Pro 

Leu 

Leu 

Val 





165 




Ser 

Pro 

Leu 

Ser 

Val 

Met 

Ser 

Ala 




180 





Leu 

Ser 

Ala 

Ala 

His 

Gly Ser 

Ser 



195 





200 

Ala 

Leu 

Ala 

Phe 

Asn 

Gly Ser 

Pro 


210 





215 


Ser 

Asp 

Phe 

Ala 

His 

Leu 

lie 

Pro 

225 





230 



His 

Leu 

Asp 

Leu 

Thr 

Phe 

His 

Pro 


aactttatac ttatttaaaa gctcttattt 
gcactttatt gcagcaggaa gcaggtgtgg 
aaagtaatgg gtgatttaaa aagaaaaaag 
gcttgtattt ttaaaacaac agaatttcca 
atgttctttg tataataatg ggaagtttgg 
tggagaactg gtgtacagga ggaacatttt 
tatcctaaga gttggggttt tttaaaatct 
aatgttaaaa aaaaaa 


Phe 

Cys 

lie 

Tyr 

Ser 

Thr 

Asn 

Arg 


10 





15 


Lys 

Thr 

His 

Tyr 

Gin 

Met 

Glu 

Tyr 

25 





30 



Lys 

Ala 

Asn 

Gin 

Leu 

Glu 

Leu 

Glu 





45 




Gly Asn 

His 

Tyr 

Lys 

Cys 

Asp 

Gin 




60 





Asn 

Lys 

Leu 

lie 

Glu 

His 

Val 

Arg 



75 





80 

His 

Trp 

Asp 

Gin 

Cys 

Ser 

Tyr 

Ser 


90 





95 


Leu 

His 

Lys 

Lys 

Leu 

Lys 

His 

Ala 

105 





110 



Glu 

Cys 

Leu 

Phe 

Lys 

Thr 

Thr 

His 





125 




Lys 

Lys 

His 

Gin 

Ser 

Gly Asp 

Cys 




140 





Cys 

Pro 

Ala 

Pro 

Lys 

Glu 

Pro 

Ala 



155 





160 

Val 

Gly 

Ser 

Ser 

Arg 

Asn 

Leu 

Leu 


170 





175 


Ser 

Gin 

Ala 

Leu 

Gin 

Thr 

Val 

Ala 

185 





190 



Ser 

Glu 

Pro 

Asn 

Leu 

Ala 

Leu 

Lys 





205 




Leu Arg 

Phe 

Asp 

Lys 

Tyr Arg 

Asn 




220 





Leu 

Thr 

Met 

Leu 

Tyr 

Pro 

Lys 

Asn 



235 





240 

Pro Arg 

Pro 

Gin 

Thr 

Ala 

Pro 

Pro 
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245 250 255 

Ser He Pro Ser Pro Lys His Ser Phe Leu Ala Tyr Leu Gly Leu Arg 
260 265 270 

Glu Arg Ala Glu Thr Val 
.275 

<210> 3137 

<211> 5773 

<212 > DNA 

<213 > Homo sapiens 

<4 00> 3137 


ntgtacaatt tcagtggtta ttgaaatgga 
60 

cctaagaggt gtagtacagc gaatagccga 
120 

gctgatagtt caccttcaaa tcttcaaatt 
180 

cagcctgacc ctgctcttac caaggagttt 
240 

agttcagggt ttgtggggct gagaaatggt 
300 

cagcagctgt atatgcaacc tgggctccct 
360 

gacaatccag atgatagcgt gttttaccaa 
420 

agcaagctgc agtactatgt acctgagaat 
480 

gaactttatg tgagagaaca gcaggatgca 
540 

atggatgaat acctcaagaa aatggggaga 
600 

atctactctg atcagaagat ctgtaaagac 
660 

ttcatggctc tcaatctagg agtgacttct 
720 

tttgttagag gagaagttct agaaggaagt 
780 

aagagaataa cagtgaaaag gacctgtatt 
840 

ctaatgagat ttgggtttga ctgggaaagc 
900 

aggtttccct ggatgctaaa catggagcct 
960 

tcttcttctg aagttgggga aaatgggcga 
1020 

cgaaaaaagg ttgccctcac agaaaactat 
1080 

caggcacacg caggccacta ctattccttc 
1140 

aagtggtata aatttaatga cacagttata 
1200 

gagtatgaat gctttggagg agaatataga 
1260 


caaggcataa taagcagtat tttgtggaat 
ttggcagcct atgaagtcct tgtgatgttg 
attataaaag aactgctttc tatgcatcac 
gattaccttc ccccagtgga tagcaggtcc 
ggtgcaactt gttatatgaa tgcagtcttc 
gagtcattac tttcagtgga tgatgacaca 
gtgcagtctc tctttggaca tttaatggaa 
ttttggaaga ttttcaagat gtggaataaa 
tatgaattct ttactagtct cattgatcag 
gaccaaattt ttaagaatac atttcagggc 
tgtcctcaca gatatgagcg tgaagaagct 
tgtcagagtt tggaaatttc tttggaccaa 
aatgcgtact actgtgaaaa gtgtaaagaa 
aaatctttac ctagcgtctt ggtaattcac 
ggacgctcca ttaaatatga tgaacaaata 
tacacagttt caggaatggc tcgccaagat 
agtgtggatc agggcggtgg aggatcccca 
gaacttgtcg gtgtcatcgt acacagtggg 
attaaggaca ggcgagggtg tggaaaagga 
gaagaatttg acctaaatga cgagaccctg 
ccaaaagttt atgatcaaac aaacccatac 
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actgatgtgc 

1320 

gccgaagata 

ctggaatgcc 

tatatgcttt 

tctaccaaag 

ggtgtctgat 

cagaactccc 

1380 

cagtattacc 

aaagaaaagt 

cgagtcagcg 

ttgtacggca 

ggaagctgag 

gatctctctc 

1440 

tgtcagctcc 

atcttcacca 

gaaatttcac 

ctcagtcatc 

ccctcggccc 

cataggccga 

1500 

acaatgaccg 

gctgtctatt 

cttaccaagc 

tggttaaaaa 

aggcgagaag 

aaaggactgt 

1560 

ttgtggagaa 

aatgcctgct 

cgaatatacc 

agatggtgag 

agatgagaac 

ctcaagttta 

1620 

tgaagaatag 

agatgtatac 

agtagtgatt 

atttcagttt 

tgttttgtct 

ttagcttcat 

1680 

tgaatgctac 

taaattaaag 

catccatatt 

atccttgcat 

ggcaaaggtg 

agcttacagc 

1740 

ttgctattca 

attccttttt 

caaacttatc 

tacggacaaa 

gaagaaactc 

agggttgata 

1800 

ctgaagaatg 

gattgctacc 

attgaagcat 

tgctttcaaa 

aagttttgat 

gcttgtcagt 

1860 

ggttagttga 

atattttatt 

agttctgaag 

gacgagaatt 

gataaagatt 

ttcttactgg 

1920 

agtgcaatgt 

gagagaagta 

cgagttgctg 

tggccaccat 

tctggagaaa 

accctagaca 

1980 

gtgccttgtt 

ttatcaggat 

aagttaaaaa 

gccttcatca 

gttactggag 

gtactacttg 

2040 

ctctgttgga 

caaagacgtc 

ccagaaaatt 

gtaaaaactg 

tgctcagtac 

tttttcctgt 

2100 

tcaacacttt 

tgtacaaaag 

caaggaatta 

gggctggaga 

tcttcttctg 

aggcattcag 

2160 

ctctgcggca 

catgatcagc 

ttcctcctag 

gggccagtcg 

gcaaaacaat 

cagatacgtc 

2220 

gatggagttc 

agcacaagca 

cgagaatttg 

ggaatcttca 

caatacagtg 

gcgttacttg 

2280 

ttttgcattc 

agatgtctca 

tcccaaagga 

atgttgctcc 

tggcatattt 

aagcaacgac 

2340. 

cacccattag 

cattgctccc 

tcaagccctc 

tgttgcccct 

ccatgaggag 

gtagaagcct 

2400 

tgttgttcat 

gtctgaaggg 

aaaccttacc 

tgttagaggt 

aatgtttgct 

ttgcgggagc 

2460 

tgacaggctc 

gctcttggca 

ctcattgaga 

tggtagtgta 

ctgctgtttc 

tgtaatgagc 

2520 

atttttcctt 

cacaatgctg 

catttcatta 

agaaccaact 

agaaacggct 

ccacctcatg 

2580 

agttaaagaa 

tacgttccaa 

ctacttcatg 

aaatattggt 

tattgaagat 

cctatacaag 

2640 

cagagcgagt 

taaatttgtg 

tttgagacag 

aaaatggatt 

actagctttg 

atgcaccaca 

2700 

gtaatcatgt 

ggacagtagt 

cgctgctacc 

agtgtgtcaa 

atttcttgtc 

actcttgctc 

2760 

aaaagtgtcc 

tgcagctaag 

gagtacttca 

aggagaattc 

ccaccactgg 

agctgggctg 

2820 

tgcagtggct 

acagaagaag 

atgtcagaac 

attactggac 

accacagagt 

aatgtctcta 

2880 

atgaaacatc 

aactggaaaa 

acctttcagc 

gaaccatttc 

agctcaggac 


2353 



WO 00/58473 


PCT/U S00/0862 1 


gcgttagcgt 

2940 

atgccacagc 

tttgttgaat 

gaaaaagagc 

aatcaggaag 

cagtaatggg 

tcggagagta 

3000 

gtcctgccaa 

tgagaacgga gacaggcatc 

tacagcaggg 

ttcagaatct 

cccatgatga 

3060 

ttggtgagtt 

gagaagtgac 

cttgatgatg 

ttgatcccta 

gaggaacatg 

cccagcctga 

3120 

gaggagtcaa 

gacacaatac 

tggatgctca 

gcaccttctt 

ggaatcagaa 

tctcgaaccc 

3180 

tttggaagag 

cctggagatt 

ggactgggaa 

agctgctgtg 

acttgggcgg 

atcgtgtatt 

3240 

tctcaaggaa 

agcattttta 

agccactaga 

aggtttggga 

gctgtttggc 

agtgggagaa 

3300 

ctccggcatg 

tggatcagct 

gtcccgggag 

cgtggtctat 

atgtggattc 

acatttctgt 

3360 

ggagattttc 

ggaaatagag 

ccagtggcag 

acttttttgt 

tacacgaaca 

tacaagagtg 

3420 

agcataaagc 

tgttgctttc 

tctacgatgc 

tacaaaagaa 

attcctttgg 

tttttatatt 

3480 

ttaagaaaaa 

gcaagctgct 

tttagatatg 

tgggggcaaa 

tttttaatct 

tgcagtaata 

3540 

ttaaacagga 

atatccaatt 

taaaatgatg 

taaagatgta 

ataaaattcc 

ttttcattgt 

3600 

aaaatagtaa 

ttaagtcaat 

ttacacagac 

ctttgtattt 

aatatgtctc 

cctatttgta 

3660 

tagaatttca 

gatgggtcta gatgagaacc 

ctatgcataa 

gcttggatct 

tgatgaaagg 

3720 

ttaccaggat 

caggatcaaa 

aattgggaaa 

tactaagctc 

ttgaagatat 

ttttctgata 

3780 

taattagatt 

gaaaagagca 

attttgaaaa 

tgctgtgttc 

tccagaagta 

cagggtgcat 

3840 

tatttgacat 

caattactta 

aagaagttat 

gagttgttcc 

ccaaacagat 

tttaaaaaca 

3900 

gcaaaataaa 

agcactttaa gatataattt 

tactgagttt 

aacttcacag 

aattatcttt 

3960 

ttaatgcttg 

gagacatatt 

gaataaactg 

tagtcttaaa 

tcatgtgatc 

tgcaatcgtt 

4020 

tgcttttgct 

taaaacataa 

ttactgaaac 

ccttggtatt 

ggttgtatat 

gaagttaact 

4080 

atttgagttg gtacacactg 

cttgtgagtt 

tcatagttat 

tgtaatgcag 

agaaggaatt 

4140 

tgagaatttg 

tttctcctca 

acatgactaa 

ttaacactga 

aaagtcagtc 

aaggtttaag 

4200 

atttattttc 

ccagaaataa 

atataaagca 

attgaataac 

catccattta 

gtcgtatttc 

4260 

caaagtatag 

caccattcac 

tcatttatac 

cagctccctt 

ttatggtgtg 

ggggagaggt 

4320 

ttacacccac 

atatttcata 

tatattttgt 

acattttgta 

ttttgaattg 

ctcacatttt 

4380 

cggccctgtt 

ttgcctttag 

ttacaggtcc 

tgccttattt 

tcatctcacc 

atgcacagaa 

4440 

ctagggagcc 

ttaggaagtg 

ccaggttttc 

actgtcagat 

ttgccaagtc 

acagaggcgc 

4500 

agccagccct 

gaagtgcctg 

tctggctgct 

gtggcattgt gtgggcatgt 
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ggccaggcag atggcatctc attactgtgc 
4560 

ggcagtgagg gtttctgtgc tgtcagactt 
4620 

gcagtggcct ttgtcaaaca cactgagaag 
4680 

gtacccttag agaaacggac agaggcgagt 
4740 

cagtttgaaa tgtgatgttc taccattggt 
4800 

gtttccccta ccctattctc accttctctc 
4860 

gacatgacct tgaaatgctg gcgatgatcc 
4920 

tctcaggagc ccaaaatcag gagtgaaatt 
4980 

ggaaacaacg ccttccgcac ccctagcacc 
5040 

tcgtccaccg tgtatattat acgcttcaga 
5100 

catcgttttc actttgctgg taaccacttg 
5160 

tgatgacttt ttttaatgta gtacaacagt 
5220 

ttgtcajtttt tactgccaat tttttggatg 
5280 

ctgcaaacag agcaggaatt gcacaattaa 
5340 

aagctccctt agtgaggccg atcttaagat 
5400 

gaaagaaaac aagcatccca gcgggcatct 
5460 

gtcactgaca actacagtca gttttaggaa 
5520 

tcctgcccca ccttccctgc taacatcgag 
5580 

aagcagactg gaattttcct ctgctacctc 
5640 

aaaaggaagt agatacacta gggaagaacc 
5700 

agttcttagc ttctaagagt ataaaataaa 
5760 

aaaaaaaaaa aaa 
5773 


tctcgccatg gcccagtctt ttcattctct 
cattgttatt ctgtgacttg ctggaggttg 
atggaagggc cagcacttaa gagcagaact 
ggcaaacttc agacggttcc aatggtcttg 
tttgagtacg tgaatacttc ctgtcctact 
cgcccacatc ctcaccaaga gattgtgtgg 
acactgggat atcatcgctg gcgactgcac 
gccacttcta gtcagcccct tatttcctat 
tgccgtcctc actgtaaagc ttcatcagga 
tcatgttgct tatattgttg ctgcaatgac 
attgctgaca gctacagtca atgaacctgc 
gacagttatg acaggcttac cttggaagag 
aagatgtttt tataaacctt tcaaaatggt 
ctcaactcaa taatgctgtg tgttctcaag 
ggccgattct gcccgttgaa ggcatcctgg 
caccacgact tctcctggag tcctcacacg 
ctagagtgcc gtatcatcag acttaccctg 
gtgtgtgcag ttaccttctg agcttggaac 
ttgtgtataa aatcttgttt ataaaatttc 
ttaattctaa atttggttca tgtgtggcaa 
tttttcaaaa acaaaaaaaa accaaaaaaa 


<210> 3138 
<211 > 977 
<212> PRT 

<213 > Homo sapiens 
<400 > 3138 

Leu Ala Asp Ser Ser Pro Ser Asn Leu Gin lie lie lie Lys Glu Leu 
15 10 15 

Leu Ser Met His His Gin Pro Asp Pro Ala Leu Thr Lys Glu Phe Asp 
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20 





Tyr 

Leu 

Pro 

Pro 

Val 

Asp 

Ser 

Arg 



35 





40 

Arg 

Asn 

Gly 

Gly 

Ala 

Thr 

Cys 

Tyr 


50 





55 


Tyr 

Met 

Gin 

Pro 

Gly 

Leu 

Pro 

Glu 

65 





70 



Thr 

Asp 

Asn 

Pro 

Asp 

Asp 

Ser 

Val 





85 




Gly 

His 

Leu 

Met 

Glu 

Ser 

Lys 

Leu 




100 





Trp 

Lys 

lie 

Phe 

Lys 

Met 

Trp 

Asn 



115 





120 

Gin 

Asp 

Ala 

Tyr 

Glu 

Phe 

Phe 

Thr 


130 





135 


Tyr 

Leu 

Lys 

Lys 

Met 

Gly 

Arg 

Asp 

145 





150 



Gly 

lie 

Tyr 

Ser 

Asp 

Gin 

Lys 

lie 





165 




Glu 

Arg 

Glu 

Glu 

Ala 

Phe 

Met 

Ala 




180 





Gin 

Ser 

Leu 

Glu 

lie 

Ser 

Leu 

Asp 



195 





200 

Glu 

Gly 

Ser 

Asn 

Ala 

Tyr 

Tyr 

Cys 


210 





215 


Thr 

Val 

Lys 

Arg 

Thr 

Cys 

lie 

Lys 

225 





230 



His 

Leu 

Met 

Arg 

Phe 

Gly 

Phe 

Asp 





245 




Tyr 

Asp 

Glu 

Gin 

lie 

Arg 

Phe 

Pro 




260 





Thr 

Val 

Ser 

Gly 

Met 

Ala 

Arg 

Gin 



275 





280 

Asn 

Gly 

Arg 

Ser 

Val 

Asp 

Gin 

Gly 


290 





295 


Val 

Ala 

Leu 

Thr 

Glu 

Asn 

Tyr 

Glu 

305 





310 



Gly 

Gin 

Ala 

His 

Ala 

Gly 

His 

Tyr 





325 




Gly 

Cys 

Gly 

Lys 

Gly 

Lys 

Trp 

Tyr 




340 





Glu 

Phe 

Asp 

Leu 

Asn 

Asp 

Glu 

Thr 



355 





360 

Glu 

Tyr 

Arg 

Pro 

Lys 

Val 

Tyr 

Asp 


370 





375 


Arg 

Arg 

Arg 

Tyr 

Trp 

Asn 

Ala 

Tyr 

385 





390 



Asp 

Gin 

Asn 

Ser 

Pro 

Val 

Leu 

Pro 





405 




Arg 

Gin 

Glu 

Ala 

Glu 

Asp 

Leu 

Ser 




420 





He 

Ser 

Pro 

Gin 

Ser 

Ser 

Pro 

Arg 



435 





440 

Leu 

Ser 

lie 

Leu 

Thr 

Lys 

Leu 

Val 


25 





30 



Ser 

Ser 

Ser 

Gly 

Phe 

Val 

Gly 

Leu 





45 




Met 

Asn 

Ala 

Val 

Phe 

Gin 

Gin 

Leu 




60 





Ser 

Leu 

Leu 

Ser 

Val 

Asp 

Asp 

Asp 



75 





80 

Phe 

Tyr 

Gin 

Val 

Gin 

Ser 

Leu 

Phe 


90 





95 


Gin 

Tyr 

Tyr 

Val 

Pro 

Glu 

Asn 

Phe 

105 





no 



Lys 

Glu 

Leu 

Tyr 

Val 

Arg 

Glu 

Gin 





125 




Ser 

Leu 

lie 

Asp 

Gin 

Met 

Asp 

Glu 




140 





Gin 

lie 

Phe 

Lys 

Asn 

Thr 

Phe 

Gin 



155 





160 

Cys 

Lys 

Asp 

Cys 

Pro 

His 

Arg 

Tyr 


170 





175 


Leu 

Asn 

Leu 

Gly 

Val 

Thr 

Ser 

Cys 

185 





190 



Gin 

Phe 

Val 

Arg 

Gly 

Glu 

Val 

Leu 





205 




Glu 

Lys 

Cys 

Lys 

Glu 

Lys 

Arg 

lie 




220 





Ser 

Leu 

Pro 

Ser 

Val 

Leu 

Val 

lie 



235 





240 

Trp 

Glu 

Ser 

Gly 

Arg 

Ser 

lie 

Lys 


250 





255 


Trp 

Met 

Leu 

Asn 

Met 

Glu 

Pro 

Tyr 

265 





270 



Asp 

Ser 

Ser 

Ser 

Glu 

Val 

Gly 

Glu 





285 




Gly 

Gly 

Gly 

Ser 

Pro 

Arg 

Lys 

Lys 




300 





Leu 

Val 

Gly 

Val 

lie 

Val 

His 

Ser 



315 





320 

Tyr 

Ser 

Phe 

lie 

Lys 

Asp 

Arg 

Arg 


330 





335 


Lys 

Phe 

Asn 

Asp 

Thr 

Val 

lie 

Glu 

345 





350 



Leu 

Glu 

Tyr 

Glu 

Cys 

Phe 

Gly 

Gly 





365 




Gin 

Thr 

Asn 

Pro 

Tyr 

Thr 

Asp 

Val 




380 





Met 

Leu 

Phe 

Tyr 

Gin 

Arg 

Val 

Ser 



395 





400 

Lys 

Lys 

Ser 

Arg 

Val 

Ser 

Val 

Val 


410 





415 


Leu 

Ser 

Ala 

Pro 

Ser 

Ser 

Pro 

Glu 

425 





430 



Pro 

His 

Arg 

Pro 

Asn 

Asn 

Asp 

Arg 





445 




Lys 

Lys 

Gly 

Glu 

Lys 

Lys 

Gly 

Leu 
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450 455 460 


Phe 

Val 

Glu 

Lys 

Met 

Pro 

Ala 

Arg 

lie 

Tyr 

Gin 

Met 

Val 

Arg 

Asp 

Glu 

465 





470 





475 





480 

Asn 

Leu 

Lys 

Phe 

Met 

Lys 

Asn 

Arg Asp 

Val 

Tyr 

Ser 

Ser 

Asp 

Tyr 

Phe 





485 





490 





495 


Ser 

Phe 

Val 

Leu 

Ser 

Leu 

Ala 

Ser 

Leu 

Asn 

Ala 

Thr 

Lys 

Leu 

Lys 

His 




500 





505 





510 



Pro 

Tyr 

Tyr 

Pro 

Cys 

Met 

Ala 

Lys 

Val 

Ser 

Leu 

Gin 

Leu 

Ala 

lie 

Gin 



515 





520 





525 




Phe 

Leu 

Phe 

Gin 

Thr 

Tyr 

Leu Arg 

Thr 

Lys 

Lys 

Lys 

Leu 

Arg 

Val 

Asp 


530 





535 





540 





Thr 

Glu 

Glu 

Trp 

He 

Ala 

Thr 

lie 

Glu 

Ala 

Leu 

Leu 

Ser 

Lys 

Ser 

Phe 

545 





550 





555 





560 

Asp Ala 

Cys 

Gin 

Trp 

Leu 

Val 

Glu Tyr 

Phe 

lie 

Ser 

Ser 

Glu 

Gly 

Arg 

565 





570 





575 






Glu 

Leu 

He 

Lys 

lie 

Phe 

Leu 

Leu 

Glu 

Cys 

Asn 

Val 

Arg 

Glu 

Val 

Arg 




580 





585 





590 



Val 

Ala 

Val 

Ala 

Thr 

lie 

Leu 

Glu Lys 

Thr 

Leu 

Asp 

Ser 

Ala 

Leu 

Phe 



595 





600 





605 




Tyr Gin Asp Lys 

Leu 

Lys 

Ser 

Leu 

His 

Gin 

Leu 

Leu 

Glu 

Val 

Leu 

Leu 


610 





615 





620 





Ala 

Leu 

Leu Asp 

Lys 

Asp 

Val 

Pro 

Glu 

Asn 

Cys 

Lys 

Asn 

Cys 

Ala 

Gin 

625 





630 





635 





640 

Tyr 

Phe 

Phe 

Leu 

Phe 

Asn 

Thr 

Phe 

Val 

Gin 

Lys 

Gin 

Gly 

lie 

Arg 

Ala 





645 





650 





655 


Gly Asp 

Leu 

Leu 

Leu 

Arg 

His 

Ser 

Ala 

Leu 

Arg 

His 

Met 

lie 

Ser 

Phe 




660 





665 





670 



Leu 

Leu 

Gly Ala 

Ser 

Arg 

Gin 

Asn 

Asn 

Gin 

lie 

Arg 

Arg 

Trp 

Ser 

Ser 



675 





680 





685 




Ala 

Gin 

Ala Arg 

Glu 

Phe 

Gly Asn 

Leu 

His 

Asn 

Thr 

Val 

Ala 

Leu 

Leu 


690 





695 





700 





Val 

Leu 

His 

Ser 

Asp 

val 

Ser 

Ser 

Gin 

Arg 

Asn 

Val 

Ala 

Pro 

Gly 

lie 

705 





710 





715 





720 

Phe 

Lys 

Gin Arg 

Pro 

Pro 

lie 

Ser 

lie 

Ala 

Pro 

Ser 

Ser 

Pro 

Leu 

Leu 





725 





730 





735 


Pro 

Leu 

His 

Glu 

Glu 

Val 

Glu 

Ala 

Leu 

Leu 

Phe 

Met 

Ser 

Glu 

Gly 

Lys 




740 





745 





750 



Pro 

Tyr 

Leu 

Leu 

Glu 

Val 

Met 

Phe 

Ala 

Leu 

Arg 

Glu 

Leu 

Thr 

Gly 

Ser 



755 





760 





765 




Leu 

Leu 

Ala 

Leu 

lie 

Glu 

Met 

Val 

Val 

Tyr 

Cys 

Cys 

Phe 

Cys 

Asn 

Glu 


770 





775 





780 





His 

Phe 

Ser 

Phe 

Thr 

Met 

Leu 

His 

Phe 

lie 

Lys 

Asn 

Gin 

Leu 

Glu 

Thr 

785 





790 





795 





800 

Ala 

Pro 

Pro 

His 

Glu 

Leu 

Lys 

Asn 

Thr 

Phe 

Gin 

Leu 

Leu 

His 

Glu 

lie 





805 





810 





815 


Leu 

Val 

lie 

Glu 

Asp 

Pro 

lie 

Gin 

Ala 

Glu 

Arg 

Val 

Lys 

Phe 

Val 

Phe 




820 





825 





830 



Glu 

Thr 

Glu 

Asn 

Gly Leu 

Leu 

Ala 

Leu 

Met 

His 

His 

Ser 

Asn 

His 

val 



835 





840 





845 




Asp Ser 

Ser Arg 

Cys 

Tyr 

Gin 

Cys 

Val 

Lys 

Phe 

Leu 

val 

Thr 

Leu 

Ala 


850 





855 





860 





Gin Lys 

Cys 

Pro 

Ala 

Ala 

Lys 

Glu Tyr 

Phe 

Lys 

Glu 

Asn 

Ser 

His 

His 

865 





870 





875 





880 

Trp Ser 

Trp Ala 

Val 

Gin 

Trp 

Leu 

Gin 

Lys 

Lys 

Met 

Ser 

Glu 

His 

Tyr 
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Trp 

Thr 

Pro 

Gin 

885 

Ser 

Asn 

Val 

Ser 

Phe 

Gin 

Arg 

900 

Thr 

lie 

Ser 

Ala 

Gin 

Leu 

Leu 

915 

Asn 

Glu 

Lys 

Glu 

Gin 

920 

Ser 

Ser 

930 

Pro 

Ala 

Asn 

Glu 

Asn 

935 

Gly 

Asp 

945 

Ser 

Pro 

Met 

Met 

lie 

950 

Gly 

Glu 

Leu 

Pro 




965 





890 895 


Asn 

Glu 

Thr 

Ser 

Thr Gly Lys 

Thr 

90S 




910 


Asp Ala 

Leu 

Ala 

Tyr Ala Thr 

Ala 





925 


Gly Ser 

Ser 

Asn 

Gly Ser Glu 

Ser 




940 



Arg 

His 

Leu 

Gin 

Gin Gly Ser 

Glu 



955 



960 

Arg 

Ser Asp 

Leu Asp Asp Val 

Asp 


970 



975 



<210> 3139 
<211> 503 
<212> DNA 

<213> Homo sapiens 
<400> 3139 

nggatcctct gtttaggact gacggttgct gtggactctt atttttggcg gcagctcact 
60 

tggccggaag gaaaggtgct ttggtacaac actgtcctga acaaaagctc caactggggg 
120 

acctccccgc tgctatggta cttctactca gccctgcccc gcggcctggg ctgcagcctg 
180 

ctcttcatcc ccttgggctt ggtagacaga aggacgcacg cgccgacggt gctggcactg 
240 

ggcttcatgg cactctactc cctcctgcca cacaaggagc tacgcttcat catctatgcc 
300 > 

ttccccatgc tcaacatcac ggctgccaga ggctgctcct acctgtgagt gctctttttg 
360 

tgacatgcat ttttatagtt tcattggaaa caggttcact gatttactgt tggggggatg 
420 

tatgtgtgtg tttaattttt gaaacagggt cttgctctgt cgcccagctg gagtggggct 
480 

tactgcaccc ctcaactcct agg 
503 

<210> 3140 
<211> 115 
<212> PRT 

<213> Homo sapiens 


<400> 3140 


Xaa lie 
1 

Leu 

Cys 

Leu 

5 

Gly 

Leu 

Thr 

Val 

Ala 

10 

Val 

Asp 

Ser 

Tyr 

Phe 

15 

Trp 

Arg Gin 

Leu 

Thr 

20 

Trp 

Pro 

Glu 

Gly 

Lys 

25 

Val 

Leu 

Trp 

Tyr 

Asn 

30 

Thr 

Val 

Leu Asn 

Lys 

35 

Ser 

Ser 

Asn 

Trp 

Gly 

40 

Thr 

Ser 

Pro 

Leu 

Leu 

45 

Trp Tyr 

Phe 

Tyr Ser 
50 

Ala 

Leu 

Pro 

Arg 

Gly 

55 

Leu 

Gly Cys 

Ser 

Leu 

60 

Leu 

Phe 

lie 

Pro 

Leu Gly 

Leu 

Val 

Asp 

Arg 

Arg 

Thr 

His 

Ala 

Pro 

Thr 

Val 

Leu 

Ala 

Leu 
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65 70 75 80 

Gly Phe Met Ala Leu Tyr Ser Leu Leu Pro His Lys Glu Leu Arg Phe 
85 90 95 

He lie Tyr Ala Phe Pro Met Leu Asn lie Thr Ala Ala Arg Gly Cys 
100 105 110 

Ser Tyr Leu 
115 

<210> 3141 
<211> 1815 
<212> DNA 

<213> Homo sapiens 
<400> 3141 

nnattcttgg atgacatccc tcagcatgtc tgagcgactg ctgagggaga aaatgatgcc 
60 

caggttggcg tccccggccc accggccagg agaggcctgc gctgcacacg cgcagaccga 
120 

gcatccgcgt caagaggcga agagagcgcg cgctccccac gtcctgcgct cctggctgcc 
180 

gggcattcgt ctcagccgtg actctcgcca ggccggggct ggcgcgccca cgtctgaaga 
240 

gcgatgcccc gggagatcat caccctgcag ctgggccagt gcggcaacca gattgggttc 
300 

gagttctgga aacagctgtg cgccgagcat ggtatcagcc ccgagggcat cgtggaggag 
360 

ttcgccaccg agggcactga ccgcaaggac gtctttttct accaggcaga cgatgagcac 
420 

tacatccccc gggccgtgct gctggacttg gaaccccggg tgatccactc catcctcaac 
480 

tccccctatg ccaagctcta caacccagag aacatctacc tgtcggaaca tggaggagga 
540 

gctggcaaca actgggccag cggattctcc cagggtgaga aaattcatga ggacattttt 
600 

gacatcatag accgggaggc agatggtagt gacagtctag agggctttgt gctgtgtcac 
660 

tccattgctg gggggacagg ctctggactg ggttcctacc tcttagaacg gctgaatgac 
720 

aggtatccta agaagctggt gcagacatac tcagtgtttc ccaaccagga cgagatgagc 
780 

gatgtggtgg tccagcctta caattcactc ctcacactca agaggctgac gcagaatgca 
840 

gactgtgtgg tggtgctgga caacacagcc ctgaaccgga ttgccacaga ccgcctgcac 
900 

atccagaacc catccttctc ccagatcaac cagctggtgt ctaccatcat gtcagccagc 
960 . 

accaccaccc tgcgctaccc tggctacatg aacaatgacc tcatcggcct catcgcctcg 
1020 

ctcattccca ccccacggct ccacttcctc atgaccggct acaccccgct cactacagac 
1080 

cagtcagtgg ccagcgtgag gaagaccacg gtcctggatg tcatgaggcg gctgctgcag 
1140 

cccaagaacg tgatggtgtc cacaggccga gaccgccaga ccaaccactg ctacatcgcc 
1200 
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atcctcaaca tcatccaggg agaggtggac cccacccagg tccacaagag cttgcagagg 
1260 

atccgggaac gcaagttggc caacttcatc ccgtggggcc ccgccagcat ccaggtggcc 
1320 

ctgtcgagga agtctcccta cctgccctcg gcccaccggg tcagcgggct catgatggcc 
1380 

aaccacacca gcatctcctc gctcttcgag agaacctgtc gccagtatga caagctgcgt 
1440 

aagcgggagg ccttcctgga gcagttccgc aaggaggaca tgttcaagga caactttgat 
1500 

gagatggaca catccaggga gattgtgcag cagctcatcg atgagtacca tgcggccaca 
1560 

cggccagact acatctcctg gggcacccag gagcagtgag tcccccagga cagggaccct 
1620 

catctgcctt actggttggc ccaagccctg cctgactgac caccccctca gagcacagat 
1680 

cagggacctc acgcatctct ttctcatata catggactct ctgttggcct gcaaacacat 
1740 

ttacttctcc tcttatgaga ctatttatct ttaataaagc actggatata aaaaaaaaaa 
1800 

aaaaaaaaaa aaaaa 
1815 

<210> 3142 
<211> 451 
<212> PRT 

<213> Homo sapiens 
<400> 3142 


Met Pro Arg 

Glu 

lie 

lie 

Thr 

Leu 

Gin 

Leu 

Gly 

Gin 

Cys 

Gly 

Asn 

Gin 

i 



5 





10 





15 


He Gly 

Phe 

Glu 

Phe 

Trp 

Lys 

Gin 

Leu 

Cys 

Ala 

Glu 

His 

Gly 

lie 

Ser 



20 





25 





30 



Pro Glu Gly 

He 

Val 

Glu 

Glu 

Phe 

Ala 

Thr 

Glu 

Gly 

Thr 

Asp 

Arg 

Lys 


35 





40 





45 




Asp Val 

Phe 

Phe 

Tyr 

Gin 

Ala 

Asp 

Asp 

Glu 

His 

Tyr 

lie 

Pro 

Arg 

Ala 

50 





55 





60 





Val Leu 

Leu 

Asp 

Leu 

Glu 

Pro 

Arg 

Val 

lie 

His 

Ser 

lie 

Leu 

Asn 

Ser 

65 



70 





75 





80 

Pro Tyr Ala 

Lys 

Leu 

Tyr 

Asn 

Pro 

Glu 

Asn 

lie 

Tyr 

Leu 

Ser 

Glu 

His 




85 





90 





95 


Gly Gly Gly 

Ala 

Gly 

Asn 

Asn 

Trp 

Ala 

Ser 

Gly 

Phe 

Ser 

Gin 

Gly 

Glu 



100 





105 





110 



Lys lie 

His 

Glu 

Asp 

lie 

Phe 

Asp 

lie 

lie 

Asp 

Arg 

Glu 

Ala 

Asp 

Gly 

115 





120 





125 




Ser Asp 

Ser 

Leu 

Glu 

Gly 

Phe 

Val 

Leu 

Cys 

His 

Ser 

lie 

Ala 

Gly 

Gly 

130 





135 





140 





Thr Gly 

Ser 

Gly 

Leu 

Gly 

Ser 

Tyr 

Leu 

Leu 

Glu 

Arg 

Leu 

Asn 

Asp 

Arg 

145 




150 





155 





160 

Tyr Pro 

Lys 

Lys 

Leu 

Val 

Gin 

Thr 

Tyr 

Ser 

Val 

Phe 

Pro 

Asn 

Gin 

Asp 



165 





170 





175 


Glu Met 

Ser 

Asp 

Val 

Val 

Val 

Gin 

Pro 

Tyr 

Asn 

Ser 

Leu 

Leu 

Thr 

Leu 



180 





185 





190 



Lys Arg 

Leu 

Thr 

Gin 

Asn 

Ala 

Asp 

Cys 

Val 

Val 

Val 

Leu 

Asp 

Asn 

Thr 
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195 200 205 

Ala Leu Asn Arg He Ala Thr Asp Arg Leu His lie Gin Asn Pro Ser 
210 215 220 

Phe Ser Gin lie Asn Gin Leu Val Ser Thr lie Met Ser Ala Ser Thr 

225 230 235 240 

Thr Thr Leu Arg Tyr Pro Gly Tyr Met Asn Asn Asp Leu lie Gly Leu 

245 250 255 

lie Ala Ser Leu lie Pro Thr Pro Arg Leu His Phe Leu Met Thr Gly 
260 265 270 

Tyr Thr Pro Leu Thr Thr Asp Gin Ser Val Ala Ser Val Arg Lys Thr 
275 280 285 

Thr Val Leu Asp Val Met Arg Arg Leu Leu Gin Pro Lys Asn Val Met 
290 295 300 

Val Ser Thr Gly Arg Asp Arg Gin Thr Asn His Cys Tyr lie Ala lie 

305 310 315 320 

Leu Asn lie lie Gin Gly Glu Val Asp Pro Thr Gin Val His Lys Ser 

325 330 335 

Leu Gin Arg lie Arg Glu Arg Lys Leu Ala Asn Phe lie Pro Trp Gly 
340 345 350 

Pro Ala Ser lie Gin Val Ala Leu Ser Arg Lys Ser Pro Tyr Leu Pro 
355 360 365 

Ser Ala His Arg Val Ser Gly Leu Met Met Ala Asn His Thr Ser lie 
370 375 380 

Ser Ser Leu Phe Glu Arg Thr Cys Arg Gin Tyr Asp Lys Leu Arg Lys 

385 390 395 400 

Arg Glu Ala Phe Leu Glu Gin Phe Arg Lys Glu Asp Met Phe Lys Asp 

405 410 415 

Asn Phe Asp Glu Met Asp Thr Ser Arg Glu lie Val Gin Gin Leu lie 
420 425 430 

Asp Glu Tyr His Ala Ala Thr Arg Pro Asp Tyr lie Ser Trp Gly Thr 
435 440 445 

Gin Glu Gin 
450 

<210 > 3143 

<211> 356 

<212 > DNA 

<213 > Homo sapiens 

<400 > 3143 

gctagctacc aaaaagggca ggagaaggaa gagcaacgtc tcagtgtcag gagggggccc 
60 

ggagacagac cctctgcggt ggagtctggg agtggtgtgg ttgctgcttg ggctgggctg 
120 

caggcctgag ctcctggctg gtgggaaggg gaggctgctg gtccacagtg tgggggtgct 
180 

tcacggttaa ccaagccatc ccccatgctg ggcgtgaggc actagcggaa ttgagagcct 
240 

cagaaaccca ggtgctgctg tgtgaggctg tcgcagccac gaagatgacc atgactgcaa 
300 

gggctgtgag gggccccctg agcgtccagc agcactaaca gataggaacc acgcgt 
356 

<210 > 3144 


2361 



WO 00/58473 


PCT/US00/08621 


<211> 81 
<212> PRT 

<213 > Homo sapiens 


<400> 3144 


Met 

Val 

He 

Phe 

Val 

Ala 

Ala 

Thr 

Ala 

Ser 

His 

Ser 

Ser 

Thr Trp 

Val 

1 




5 





10 




15 


Ser 

Glu 

Ala 

Leu 

Asn 

Ser 

Ala 

Ser 

Ala 

Ser 

Arg 

Pro 

Ala 

Trp Gly Met 




20 





25 





30 


Ala 

Trp 

Leu 

Thr 

Val 

Lys 

His 

Pro 

His 

Thr 

Val 

Asp 

Gin 

Gin Pro 

Pro 


35 





40 





45 



Leu 

Pro 

Thr 

Ser 

Gin 

Glu 

Leu Arg 

Pro 

Ala 

Ala 

Gin 

Pro 

Lys Gin 

Gin 


50 





55 





60 




Pro 

His 

His 

Ser 

Gin 

Thr 

Pro 

Pro 

Gin 

Arg 

Val 

Cys 

Leu 

Arg Ala 

Pro 


65 70 75 80 

Ser 


<210 > 3145 
<211> 436 
• <212 > DNA 
<213 >. Homo sapiens 

<4 00> 3145 

taaaagcccg gagccgctca gctatggaga agctgcgctc caaaactcca ctcggcctcc 
60 

atccgaagag cccgattacc agctgctcgg gagggccaag caggaccggg ggaggccaaa 
120 

ctccgaggag cccgctccac ctgccctcag gagggtgttt aaaacggagg ttgccaccgt 
180 

ttacgcacct gccctcagtg ccagggcccc cgagcctggt ttgtcagact ctgcagccgc 
240 

cagccagtgg tcactctgcc cggcagatga cgagcggagg agagccacac atctcaacgg 
300 

gctccaggcg ccctcggaaa ctgccctggc ctgctcaccc ccgatgcagt gcctgtcccc 
360 

cgaatgtagt gagcagccgt cgcagactca caccccgccg gggctgggga accagctaag 
420 

tcccacagcg gttgct 
436 

<210> 3146 
<211> 131 
<212> PRT 

<213 > Homo sapiens 


<400> 3146 


Met 

Glu Lys 

Leu 

Arg 

Ser 

Lys 

Thr 

Pro 

Leu 

Gly Leu His 

Pro 

Lys 

Ser 

1 




5 





10 



15 


Pro 

lie 

Thr 

Ser 

Cys 

Ser Gly 

Gly 

Pro 

Ser 

Arg Thr Gly 

Gly Gly 

Gin 




20 





25 



30 



Thr 

Pro Arg 

Ser 

Pro 

Leu 

His 

Leu 

Pro 

Ser 

Gly Gly Cys 

Leu 

Lys 

Arg 



35 





40 



45 




Arg 

Leu 

Pro 

Pro 

Phe 

Thr 

His 

Leu 

Pro 

Ser 

Val Pro Gly 

Pro 

Pro 

Ser 
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50 55 60 

Leu Val Cys Gin Thr Leu Gin Pro Pro Ala Ser Gly His Ser Ala Arg 

65 70 75 80 

Gin Met Thr Ser Gly Gly Glu Pro His He Ser Thr Gly Ser Arg Arg 

85 90 95 

Pro Arg Lys Leu Pro Trp Pro Ala His Pro Arg Cys Ser Ala Cys Pro 
100 105 110 

Pro Asn Val Val Ser Ser Arg Arg Arg Leu Thr Pro Arg Arg Gly Trp 


115 120 
Gly Thr Ser 
130 


<210> 3147 
<211> 3106 
<212> DNA 


<213 > Homo 
<400> 3147 

sapiens 


cacaccggct 

60 

gggaggcagc 

cgtctgtgca 

cacggggcgt 

120 

cacagtcggc 

aggcagcatg 

gccgagcgcg 

aggtgtcggt 

gcccaccttc 

180 



cgcaccgaca 

240 

ggtggctggt 

cattgaccgc 

cagcacccgg 
-3 00 

ggggccagcg 

ggtcatcggg 

ttccgcgcct 

360 

tccaccctga 

cctggaattc 

ggtgaactgg 

420 

ccccggagga 

gcccagccag 

gacttccggg 

480 

ccctgaggaa 

gacggctgag 

ttcttcctcc 
54 0 

tcctcctggc 

ccacatcatc 

ttttactttg 

600 

gcaatggctg 

gattcctacc 

caggcccaag 

660 

ctggatggct 

gcaacatgat 

aagtggaacc 

720 

accttgtcca 

caaattcgtc 

tggtggaatc 

780 

atcgccactt 

ccagcaccac 

gatgtgaaca 

840 

tgctgcacgt 

gtttgttctg 

aagaagctga 

900 

aatacctgcc 

ctacaatcac 

ccgctgctca 

960 

tccccatgta 

tttccagtac 

aactgggtgg 

acctggcctg 

ggccgtcagc 

1020 



cctttctacg 

1080 

gcatcctggg 

agccctcctt 


125 


gcgagcagcc ggcgcgggga ggccgcagtg 
gggaagggag ggaaccaggg cgagggggcc 
agctgggagg agattcagaa gcataacctg 
aaggtttaca acatcaccaa atggtccatc 
cactacgctg gagaagatgc aacggatgcc 
gtgggcaagt tcttgaaacc cctgctgatt 
gaccacggca agaactcaaa gatcactgag 
gacatgaacc tgttcaagac caaccacgtg 
gccctggaga gcattgcatg gttcactgtc 
ctcatcacgg cctttgtcct tgctacctct 
tatggccacc tgtctgtcta cagaaaaccc 
attggccact taaagggtgc ctctgccaac 
gccaagccta acatcttcca caaggatccc 
ggcgaatggc agcccatcga gtacggcaag 
cagcacgaat acttcttcct gattgggccg 
cagatcatca tgaccatgat cgtccataag 
tactacatcc ggttcttcat cacctacatc 
ttcctcaact tcatcaggtt cctggagagc 
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cactggtttg 

1140 

taccgtgact 

1200 

aacgactggt 

1260 

ccccggcaca 

1320 

attgaatacc 

1380 

aagtctggga 

1440 

accgtgggga 

1500 

ggggtgtccg 

1560 

tttctcctct 

1620 

ccctccctca 

1680 

caaggagcag 

1740 

aagatgggag 

1800 

tcactaggca 

1860 

cctagtcggg 

1920 

ttggtccacc 

1980 

gctcggttaa 

2040 

gccagcccaa 

2100 

ctgggctttc 

2160 

aaagggggag 

2220 

gccggctggc 

2280 

aagattctgg 

2340 

ccaatccctg 

2400 

gagctgggag 

2460 

ctcaggcact 

2520 

attctgatag 

2580 

ccttgcctcg 

2640 

caggaggagg 

2700 


tgtgggtcac 

ggttcagtag 

tcagtggaca 

acttacacaa 

aggagaagcc 

agctgtggct 

aggggtgcag 

agaggctggt 

cctttttctc 

gccgtcagcc 

agaggtggce 

gagaccagcg 

tcacccccgc 

cagggcccct 

ctttcataga 

gtacccgagg 

accttgggcc 

acgggcccca 

tccctcgtct 

ctggaggctc 

agcaatctga 

gccatttggc 

gtctcgtccc 

ctcctgtctg 

gagggggcgg 

gtggccctga 

ctgccctgag 


acagatgaat 

ccagctgaca 

ccttaacttc 

gatcgccccg 

gctactgagg 

ggacgcctac 

gtggggtgat 

gtatgcactg 

ttcacatctc 

atcagccatg 

accgggggtg 

gtccatgggt 

tttggttctt 

gaccctcccg 

gaggcctgct 

cctctcttaa 

ctggaagagt 

ttccaccgcc 

cttgtgactc 

agcccaccct 

cccttctcca 

cccaggggac 

agccctcccc 

aacctgccct 

cagggctggg 

ctgtcaggga 

gggctgggga 


cacatcgtca 

gccacctgca 

cagattgagc 

ctggtgaagt 

gccctgctgg 

cttcacaaat 

ggccagagga 

ctcacggacc 

ccccatagca 

gccctcccag 

gctctgtcct 

ctggcctgtg 

cagatgctct 

gcctggcttc 

ttgttacaaa 

gatgtccagg 

cctccacccc 

tccccaactt 

agcagaggca 

ccagcttttc 

aaggctctgt 

gtgggcccrtg 

atctcggggc 

tactgtgttt 

ccttgtgaca 

gggccaggga 

gggggtacct 


tggagattga 

acgtggagca 

accacctctt 

ctctatgtgc 

acatcatcag 

gaagccacag 

atgatgggct 

ccatgttgga 

ccctgccctc 

tgcctcctag 

acctccactc 

agtctcccct 

tggggttcat 

actctccctg 

gctcgggtct 

gccccaggcc 

atcactagag 

gagcctgtga 

gtggccacgt 

ctcagggtgt 

tatcagctgg 

caggctgcag 

tgctgtgtgg 

aacctgttgc 

atctgccttt 

ggcagagcgg 

catgaggacc 


ccaggaggcc 

gtccttcttc 

ccccaccatg 

caagcatggc 

gtccctgaag 

cccccgggac 

tttgttctga 

tctttctccc 

atgggacctg 

ccccttcttc 

tctgccccta 

tgcagcctgg 

aggggcaggt 

acggctgcca 

ccctcctgca 

cgcgggcaca 

tgctctgacc 

ccttgggacc 

tcagggaggg 

cctgaggtcc 

gcagtgccag 

gagggcactg 

acggcgctgc 

tccaggatgc 

caccacatgg 

gagggagtct 

agggtggagc 
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tgagaagagg aggaggtggg ggctggaggt gctggtagct gaggggacgg gcaagtgaga 
2760 

ggggagggag ggaagtcctg ggaggatcct gagctgctgt tgcagtctaa cccactaatc 
2820 

agttcttaga ttcaggggaa gggcaggcac caacaactca gaatgggggc tttcggggag 
2880 

ggcgcctagt ccccccagct ctaagcagcc aggagggacc tgcatctaag catctgggtt 
2940 

gccatggcaa tggcatgccc cccagctact gtatgccccc gacccccgca gaggcagaat 
3000 

gaacccatag ggagctgatc gtaatgttta tcatgttact tccccacccc tacatttttt 
3060 

gaaataaaat aaggaatttt attctcaaaa aaaaaaaaaa aaaaaa 
3106 

<210> 3148 
<211> 444 
<212> PRT 
<213> Homo sapiens 


<400> 3148 


Met 

Gly 

Lys 

Gly 

Gly 

Asn 

Gin 

Gly 

Glu 

Gly 

Ala 

Ala 

Glu 

Arg 

Glu 

Val 

1 




5 





10 





15 


Ser 

Val 

Pro 

Thr 

Phe 

Ser 

Trp 

Glu 

Glu 

lie 

Gin 

Lys 

His 

Asn 

Leu 

Arg 




20 





25 





30 



Thr 

Asp 

Arg 

Trp 

Leu 

Val 

lie 

Asp 

Arg 

Lys 

Val 

Tyr 

Asn 

lie 

Thr 

Lys 



35 





40 





45 




Trp 

Ser 

lie 

Gin 

His 

Pro 

Gly 

Gly 

Gin 

Arg 

Val 

lie 

Gly 

His 

Tyr 

Ala 


50 





55 





60 





Gly 

Glu 

Asp 

Ala 

Thr 

Asp 

Ala 

Phe 

Arg 

Ala 

Phe 

His 

Pro 

Asp 

Leu 

Glu 

65 





70 





75 





80 

Phe 

Val 

Gly 

Lys 

Phe 

Leu 

Lys 

Pro 

Leu 

Leu 

lie 

Gly 

Glu 

Leu 

Ala 

Pro 





85 





90 





95 


Glu 

Glu 

Pro 

Ser 

Gin 

Asp 

His 

Gly 

Lys 

Asn 

Ser 

Lys 

lie 

Thr 

Glu 

Asp 




100 





105 





110 



Phe 

Arg 

Ala 

Leu 

Arg 

Lys 

Thr 

Ala 

Glu 

Asp 

Met 

Asn 

Leu 

Phe 

Lys 

Thr 



115 





120 





125 




Asn 

His 

Val 

Phe 

Phe 

Leu 

Leu 

Leu 

Leu 

Ala 

His 

lie 

lie 

Ala 

Leu 

Glu 


130 





135 





140 





Ser 

lie 

Ala 

Trp 

Phe 

Thr 

Val 

Phe 

Tyr 

Phe 

Gly 

Asn 

Gly 

Trp 

lie 

Pro 

145 





150 





155 





160 

Thr 

Leu 

lie 

Thr 

Ala 

Phe 

Val 

Leu 

Ala 

Thr 

Ser 

Gin 

Ala 

Gin 

Ala 

Gly 





165 





170 





175 


Trp 

Leu 

Gin 

His 

Asp 

Tyr 

Gly 

His 

Leu 

Ser 

Val 

Tyr 

Arg 

Lys 

Pro 

Lys 




180 





185 





190 



Trp 

Asn 

His 

Leu 

Val 

His 

Lys 

Phe 

Val 

lie 

Gly 

His 

Leu 

Lys 

Gly 

Ala 



195 





200 





205 




Ser 

Ala 

Asn 

Trp 

Trp 

Asn 

His 

Arg 

His 

Phe 

Gin 

His 

His 

Ala 

Lys 

Pro 


210 





215 





220 





Asn 

He 

Phe 

His 

Lys 

Asp 

Pro 

Asp 

Val 

Asn 

Met 

Leu 

His 

Val 

Phe 

Val 

225 





230 





235 





240 

Leu 

Gly 

Glu 

Trp 

Gin 

Pro 

lie 

Glu 

Tyr 

Gly 

Lys 

Lys 

Lys 

Leu 

Lys 

Tyr 




245 





250 





255 


Leu 

Pro 

Tyr 

Asn 

His 

Gin 

His 

Glu 

Tyr 

Phe 

Phe 

Leu 

lie 

Gly 

Pro 

Pro 
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260 


Leu 

Leu 

He 

275 

Pro 

Met 

Tyr 

Val 

His 

290 

Lys 

Asn 

Trp 

Val 

Arg 

305 

Phe 

Phe 

lie 

Thr 

Tyr 

310 

Leu 

Phe 

Leu 

Asn 

Phe 

325 

lie 

Val 

Thr 

Gin 

Met 

340 

Asn 

His 

Arg 

Asp 

Trp 

355 

Phe 

Ser 

Ser 

Ser 

Phe 

370 

Phe 

Asn 

Asp 

Trp 

His 

385 

His 

Leu 

Phe 

Pro 

Thr 

390 

Pro 

Leu 

Val 

Lys 

Ser 

405 

Leu 

Lys 

Pro 

Leu 

Leu 

420 

Arg 

Ala 

Ser Gly 

Lys 

Leu 

Trp 

Leu 


435 

<210> 3149 
<211> 1006 
<212> DNA 

<213 > Homo sapiens 
<400 > 3149 

ncttcgccgg cgtcccgacc 
60 

gccagtgcgg ggcctgagag 
120 

gctgcccact ccgcgtctga 
180 

gatcagatcg agcagctcca 
240 

cgcaaggaga acttcaacaa 
300 

gttcgtgcct tcttcgacaa 
360 

atcaatttcg aggacttcct 
420 

gacgaggaac aggtggagct 
480 

gactcggaca gcgacggccg 
540 

agctgctgtc gggaaaccct 
600 

ccatgatgga ggcggccagc 
660 

ggatcacctt cgaggacttc 
720 




265 



Phe 

Gin 

280 

Tyr 

Gin 

lie 

Asp 

295 

Leu 

Ala 

Trp 

Ala 

lie 

Pro 

Phe 

Tyr 

Gly 

315 

Arg 

Phe 

Leu 

Glu 

330 

Ser 

lie 

Val 

Met 

345 

Glu 

lie 

Gin 

Leu 

360 

Thr 

Ala 

Thr 

Phe 

375 

Ser 

Gly 

His 

Leu 

Met 

Pro 

Arg 

His 

Asn 

395 

Cys 

Ala 

Lys 

His 

410 

Gly 

Leu 

Leu 

Asp 

425 

lie 

lie 

Asp 

Ala 

440 

Tyr 

Leu 

His 


cgaggccgga cccgaggcca 
ggacgcgcgc cccggggccc 
ggaggtgcgg gagctcgagg 
tcggagattt aagcagctga 
tgtcccggac ctggagctca 
caggaacctg cgcaagggac 
gaccatcatg tcctacttcc 
gtcccggaag gagaagctga 
catcactctg gaagaatatc 
cacatcgaga aggagtccgc 
gtgtgcatgg ggcagatgga 
ctgaagatct ggcaggggat 


lie 

Met 

270 

Thr 

Met 

lie 

Val 

285 

Ser 

Tyr 

Tyr 

lie 

300 

lie 

Leu 

Gly 

Ala 

Leu 

His 

Trp 

Phe 

Val 

320 

Trp 

Asp 

Gin 

Glu 

335 

Ala 

Tyr 

Cys 

Asn 

350 

Val 

Glu 

Gin 

Asn 

365 

Phe 

Gin 

lie 

Glu 

380 

Leu 

His 

Lys 

lie 

Ala 

lie 

Glu 

Tyr 

Gin 

400 

Glu 

Arg 

Ser 

Leu 

415 

Lys 

Lys 

Lys 


430 




gtcccgccgc tgccaccgaa 
ccgccgcggg caccatgggc 
gcaagaccgg cttctcatcg 
gtggagatca gcctaccatt 
accccatccg atccaaaatt 
ccagtggcct ggctgatgag 
ggcccatcga caccaccatg 
gatttctgtt ccacatgtac 
gaaatgtaaa gtggtcgagg 
tcgctccatc gccgacgggg 
gcctgatcag gtgtacgagg 
cgacattgag accaagatgc 
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acgtccgctt ccttaacatg gaaaccatgg ccctctgcca ctgacccacc gccacctccg 
780 

cggagaaact gcactttgca atggggccgc ctccccgcgt , agctggagca gcccaggccc 
840 

ggcggacagc ctcttcctgc agcgccggta catagccaag gctcgtctgc gcaccttgtg 
900 

tcttgtaggg tatggtatgt gggacttcgc tgtttttatc tccaataaaa aaaaaaaaaa 
960 

ggtttgttaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaa 
1006 

<210> 3150 
< 211 > 201 
<212 > PRT 

<213> Homo sapiens 
<4 00> 3150 

Xaa Ser Pro Ala Ser Arg Pro Glu Ala Gly Pro Glu Ala Ser Pro Ala 
1 5 10 15 

Ala Ala Thr Glu Ala Ser Ala Gly Pro Glu Arg Asp Ala Arg Pro Gly 

20 25 30 

Ala Pro Ala Ala Gly Thr Met Gly Ala Ala His Ser Ala Ser Glu Glu 

35 40 45 

Val Arg Glu Leu Glu Gly Lys Thr Gly Phe Ser Ser Asp Gin He Glu 

50 55 60 

Gin Leu His Arg Arg Phe Lys Gin Leu Ser Gly Asp Gin Pro Thr lie 

65 70 75 80 

Arg Lys Glu Asn Phe Asn Asn Val Pro Asp Leu Glu Leu Asn Pro lie 

85 90 95 

Arg Ser Lys lie Val Arg Ala Phe Phe Asp Asn Arg Asn Leu Arg Lys 

100 105 HO 

Gly Pro Ser Gly Leu Ala Asp Glu lie Asn Phe Glu Asp Phe Leu Thr 

115 120 125 

lie Met Ser Tyr Phe Arg Pro lie Asp Thr Thr Met Asp Glu Glu Gin 

130 135 140 

Val Glu Leu Ser Arg Lys Glu Lys Leu Arg Phe Leu Phe His Met Tyr 

145 150 155 160 

Asp Ser Asp Ser Asp Gly Arg lie Thr Leu Glu Glu Tyr Arg Asn Val 

165 170 175 

Lys Trp Ser Arg Ser Cys Cys Arg Glu Thr Leu Thr Ser Arg Arg Ser 

180 185 190 

Pro Leu Ala Pro Ser Pro Thr Gly Pro 

195 200 

<210 > 3151 
<211> 2079 
<212> DNA 

<213 > Homo sapiens 
<4 00 > 3151 

gaggggacgt cgtcgtagag ggccggagcg ggcgggcggc gacggacccg gctcccgcgc 
60 

aggacggagc cgtggctcag gtcggcccct ccccaacacc accccgggcc tccgcccctt 
120 
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cctgggcctc 

180 

tcggtggagc 

agggacccga 

accggtgccc 

atccagtccg 

gtgccatctg 

aagccccctt 

240 

cccagaaaat 

gagccacaga 

gcaagctgac 

cccagcgaca 

cagcccccca 

gccctactat 

300 

atttccgttc 

ctatcaaaaa 

atggatgact 

cggagacagg 

tttcaatctg 

aaagtcgtcc 

360 

tggtcagttt 

caagcagtgt 

ctcgatgaga 

aggaagaggt 

cttgctggac 

ccctacattg 

420 

ccagctggaa 

gggcctggtc 

aggtttctga 

acagcctggg 

caccatcttc 

tcattcatct 

480 

ccaaggacgt 

ggtctccaag 

ctgcggatca 

tggagcgcct 

caggggcggc 

ccgcagagcg 

540 

agcactaccg 

cagcctgcag 

gccatggtgg 

cccacgagct 

gagcaaccgg 

ctggtggacc 

600 

tggagggccg 

ctcccaccac 

ccggagtctg 

gctgccggac 

ggtgctgcgc 

ctgcaccgcg 

660 

ccctgcactg 

gctgcagctg 

ttcctggagg 

gcctgcgtac 

cagccccgag 

gacgcacgca 

720 

cctccgcact 

ctgcgccgac 

tcctacaacg 

cctcgctggc 

cgcctaccac 

ccctgggtcg 

780 

tgcgccgtgc 

cgtcaccgtg 

gccttctgca 

cgctgcccac 

acgcgaggtc 

ttcctggagg 

840 

ccatgaacgt 

ggggcccccg 

gagcaggccg 

tgcagatgct 

aggcgaggcc 

ctccccttca 

900 

tccagcgtgt 

ctacaacgtc 

tcccagaagc 

tctacgccga 

gcactccctg 

ctggacctgc 

960 

cctagaggcg 

ggaagccagg 

gccgcaccgg 

ctttcctgct 

gcagatctgg 

gctgcggtgg 

1020 

ccagggccgt 

gagtcccgtg 

gcagagcctt 

ctgggcgctg 

cgggaacagg 

agatcctctg 

1080 

tcgcccctgt 

gagctgagct 

ggttaggaac 

cacagactgt 

gacagagaag 

gtggcgacca 

1140 

gcccagaaga 

ggcccaccct 

ctcggtccgg 

aacaagacgc 

ctcagccacg 

gctccccctc 

1200 

ggcctattac 

acgcgtgcgc 

agccaggcct 

cgccagggtg 

cggtgcagag 

cagagcaggc 

1260 

aggggtgggg 

gccgggcccg 

caagagcccg 

aaaggtcgcc 

accccctagc 

ctgtggggtg 

1320 

catctgcgaa 

ccagggtgaa 

gtcacaggtc 

ccggggtgtg 

gaggctccat 

cctttctcct 

1380 

ttctgccagc 

cgatgtgtcc 

tcatctcagg 

cccgtgcctg 

ggaccccgtg 

tctgcccagg 

1440 

tgggcagcct 

tgagcccagg 

ggactcagtg 

ccctccatgc 

cctggctggc 

agaaaccctc 

1500 

aacagcagtc 

tgggcactgt 

ggggctctcc 

ccgcctctcc 

tgccttgttt 

gcccctcagc 

1560 

gtgccaggca 

gactgggggc 

aggacagccg 

gaagctgaga 

ccaaggctcc 

tcacagaagg 

1620 

gcccaggaag 

tccccgccct 

tgggacagcc 

tcctccgtag 

cccctgcacg 

gcaccagttc 

1680 

cccgagggac 

gcagcaggcc 

gcctcccgca 

gcggccgtgg 

gtctgcacag 

cccagcccag 

1740 

cccaaggccc 

ccaggagctg 

ggactctgct 

acacccagtg 

aaatgctgtg 
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tcccttctcc cccgtgcccc ttgatgcccc ctccccacag tgctcaggag acccgtgggg 
1800 

cacggaacag gagggtctgg accctgtggc ccagccaaag gctaccagac agccacaacc 
1860 

agcccagcca ccatccagtg cctggggcct ggccactggc tcttcacagt ggaccccagc 
1920 

acctcggggt ggcagaggga cggcccccac ggcccagcag acatgcgagc ttccagagtg 
1980 

caatctatgt gatgtcttcc aacgttaata aatcacacag cctcccagga gggagacgct 
2040 

ggggtgcaaa aaaaaagcaa aaaaaaaaaa aaaaaaaat 
2079 

<210> 3152 

<211> 214 

<212 > PRT 

<213 > Homo sapiens 

<400> 3152 

Met Asp Asp Ser Glu Thr Gly Phe Asn Leu Lys Val Val Leu Val Ser 
1 5 10 15 

Phe Lys Gin Cys Leu Asp Glu Lys Glu Glu Val Leu Leu Asp Pro Tyr 
20 25 30 

He Ala Ser Trp Lys Gly Leu Val Arg Phe Leu Asn Ser Leu Gly Thr 
35 40 45 

lie Phe Ser Phe lie Ser Lys Asp Val Val Ser Lys Leu Arg lie Met 
50 55 60 

Glu Arg Leu Arg Gly Gly Pro Gin Ser Glu His Tyr Arg Ser Leu Gin 

65 70 75 80 

Ala Met Val Ala His Glu Leu Ser Asn Arg Leu Val Asp Leu Glu Gly 

85 90 95 

Arg Ser His His Pro Glu Ser Gly Cys Arg Thr Val Leu Arg Leu His 
100 105 110 

Arg Ala Leu His Trp Leu Gin Leu Phe Leu Glu Gly Leu Arg Thr Ser 
115 120 125 

Pro Glu Asp Ala Arg Thr Ser Ala Leu Cys Ala Asp Ser Tyr Asn Ala 
130 135 140 

Ser Leu Ala Ala Tyr His Pro Trp Val Val Arg Arg Ala Val Thr Val 

145 150 155 160 

Ala Phe Cys Thr Leu Pro Thr Arg Glu Val Phe Leu Glu Ala Met Asn 

165 170 175 

Val Gly Pro Pro Glu Gin Ala Val Gin Met Leu Gly Glu Ala Leu Pro 
180 185 190 

Phe lie Gin Arg Val Tyr Asn Val Ser Gin Lys Leu Tyr Ala Glu His 
195 200 205 

Ser Leu Leu Asp Leu Pro 
210 

<210> 3153 

<211> 1498 

<212> DNA 

<213 > Homo sapiens 

<4 00> 3153 
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nttttttttt 

60 

taattagaaa 

120 

cccactcagc 

180 

gccaccaggg 

240 

ggaggagccg 

300 

ggccgctgtc 

360 

agggctgcag 

420 

gcccccagta 

480 

ccagggtgag 

540 

tgcgtggggt 

600 

ctgacttgaa 

660 

cctggagctg 

720 

ggcattactc 

780 

ggaagcagag 

840 

cctccgcctc 

900 

gccagggggc 

960 

cttcgggcac 

1020 

ttcacagtag 

1080 

gtgggcagcc 

1140 

caccaggggc 

1200 

agcataggcc 

1260 

gaaggtgaca 

1320 

ctgcggaggc 

1380 

agccatcacc 

1440 

ctctctctcc 

1498 


tttttttttt 

cggagttttg 

aaccaacaag 

agcgccccgc 

cacgccacag 

cggcgtgggc 

cagcctccgc 

gatgctctcc 

cagcaccagc 

ggggccccgg 

cagacacagc 

gcattgcctc 

tccctaccag 

ggaaacctca 

ttggcaccac 

cgccagctcc 

agcctccctc 

atccatgcct 

caggctggct 

cgatcctgcg 

aggagggcaa 

tcctcagcct 

agaggccaca 

tgtgggtcca 

ccaggcccag 


tttttttttt 

gcaagggagg 

gaggaaagcc 

gcgcggtcca 

tggcaggtcc 

gggaggaggg 

ttcagcacag 

ccgcgtcgga 

aggaaggtca 

gctgcccgtg 

cccctgggct 

caggcgcccc 

ggattcccgc 

gggctgagcg 

tagaagaggg 

gcaaaagcaa 

taccgggagt 

tcttcttcct 

ctacccaggc 

tgaggctgaa 

gctggagctt 

gccctgggct 

ggctctcggg 

aagcgaagag 

cccgccagcg 


tttttttttt 

cagaagcggc 

cccgcagtgc 

cgtggcagag 

caggccgtca 

gtctccggcg 

cagccactgt 

agtttctgtg 

gggccatggc 

gagcgctgct 

gccttgcccg 

cggcagcagg 

catggactgc 

agtgggctgg 

ctgcctgggc 

aggccaaaac 

tggctcggag 

ctgcttcctc 

catctccagc 

gtcaggggtg 

cagccaggga 

cactcgtgtg 

acaatgggct 

ttggggcgct 

gaagaactcc 


tttttctact 

tccttttctc 

tcggccagtg 

gtcgcggcct 

ctccgagctc 

cgagcgcttg 

gtcctggctg 

cagccgtgtg 

agcccaggcg 

gcgcgagggg 

ttgggcacet 

gagacagtgg 

ttggccttca 

ggaccaaggg 

ccttgagatg 

cccgggcctg 

ggagcaggcc 

ctccgcctcc 

gccagccccc 

agggaagggt 

tgggcacagg 

taggtcactc 

cccgcctcct 

ggacgcggcg 

gcgtccccct 


aaaaataatt 

cccttggccg 

ccgcgccatc 

cgcggcgcgg 

tcgccttccg 

acccggcgcg 

tccgctgtgg 

cagagcgtgg 

gcctcttcag 

ccggggaagc 

gagcctctgt 

gcacagatgg 

agctccctgg 

cagcccgcag 

tcacctctgt 

cacacaccct 

ctgaaaggct 

tcatcagcca 

atgcagtcag 

tagccataca 

ggtggtagag 

ttggtgacac 

ccgccggtcc 

aggccctgcc 

cggcgcgc 


<210> 3154 
<211> 65 
<212> PRT 
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<2X3> Homo sapiens 
<400> 3154 

Thr Asp Thr Ala Pro Trp Ala Ala Leu Pro Val Gly His Leu Ser Leu 
15 10 15 

Cys Pro Gly Ala Gly lie Ala Ser Arg Arg Pro Arg Gin Gin Gly Asp 
20 25 30 

Ser Gly His Arg Trp Gly lie Thr Leu Pro Thr Arg Asp Ser Arg His 
35 40 45 

Gly Leu Leu Gly Leu Gin Ala Pro Trp Gly Ser Arg Gly Lys Pro Gin 
50 55 60 

Gly 

65 

<210> 3155 
<211> 551 
<212> DNA 

<213 > Homo sapiens 
<400> 3155 

caattggatg taattatggt aaaaccttat aaactctgta acaatcaaga agaaaacgat 
60 

gcagtgtctt ctgctaagaa accaaagcta gccctggaag attcggaaaa cactgcctct 
120 

actaactgtg actcttcttc agaaggactg gaaaaggaca cagcaacaca gagaagtgac 
180 

cagacttgcc tagaaccatc atgttcatgt tcttctgaaa atcaggaatg ccagactgct 
240 

gccagccctg gggaaattct ggaaattttg aagaaaggga aggcatttgt tttagatatt 
300 

gacttggatt ttttttcagt caagaatccc ttcaaaaaaa tgttcactca ggaagagtac 
360 

aaaatcttac aagagctgta ccaatttaag aaacctggca ccaacctaac agaggaagat 
420 

ttggtagata ttgttgatac tcgaattcat caattagagg atttagaagc cactttcgct 
480 

gatttgtgtg atggtgatga tgaagaaacg gtacagggat gggcttcaaa ccctggaatg 
540 

gaatcactag t 
551 

<2 10> 3156 
<211> 178 
<212 > PRT 

<213> Homo sapiens 
<400> 3156 

Met Val Lys Pro Tyr Lys Leu Cys Asn Asn Gin Glu Glu Asn Asp Ala 
15 10 15 

Val Ser Ser Ala Lys Lys Pro Lys Leu Ala Leu Glu Asp Ser Glu Asn 
20 25 30 

Thr Ala Ser Thr Asn Cys Asp Ser Ser Ser Glu Gly Leu Glu Lys Asp 
35 • 40 45 

Thr Ala Thr Gin Arg Ser Asp Gin Thr Cys Leu Glu Pro Ser Cys Ser 
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50 





55 





60 





Cys 

Ser 

Ser 

Glu 

Asn 

Gin 

Glu 

Cys 

Gin 

Thr 

Ala 

Ala 

Ser 

Pro 

Gly Glu 

65 





70 





75 





80 

He 

Leu 

Glu 

lie 

Leu 

Lys 

Lys 

Gly Lys 

Ala 

Phe 

Val 

Leu 

Asp 

lie 

Asp 





85 





90 





95 


Leu Asp 

Phe 

Phe 

Ser 

Val 

Lys 

Asn 

Pro 

Phe 

Lys 

Lys 

Met 

Phe 

Thr 

Gin 




100 





105 





110 



Glu 

Glu 

Tyr 

Lys 

lie 

Leu 

Gin 

Glu 

Leu 

Tyr 

Gin 

Phe 

Lys 

Lys 

Pro Gly 



115 





120 





125 


\ 


Thr 

Asn 

Leu 

Thr 

Glu 

Glu Asp 

Leu 

Val 

Asp 

lie 

Val 

Asp 

Thr 

Arg 

lie 


130 





135 





140 





His 

Gin 

Leu 

Glu 

Asp 

Leu 

Glu 

Ala 

Thr 

Phe 

Ala 

Asp 

Leu 

Cys 

Asp Gly 

145 





150 





155 





160 

Asp Asp 

Glu 

Glu 

Thr 

Val 

Gin 

Gly Trp 

Ala 

Ser 

Asn 

Pro 

Gly Met 

Glu 





165 





170 





175 



Ser Leu 


<210> 3157 
<211> 903 
<212 > DNA 

<213 > Homo sapiens 
<400 > 3157 

nntgaagact agaggaggta ggtccttgga ggacctagtc agtaggtatt tacaaggcag 
60 

gcccctggga tcctacagtg ggatgggcac ccacaaaccc caggttgcgg ccagccttac 
120 

tctctggtag gacttctgat ggtgggggca cctccccagg tcacagtcca ggtgcagggc 
180 

caggaggtcc tatcagagaa gatggagccc tccagtttcc agcccctacc tgaaactgag 
240 

cctccaactc cagagcctgg gcccaagaca cctcctagga ctatgcagga atcaccactg 
300 

ggcctgcagg tgaaagagga gtcagaggtt acagaggact cagatttcct ggagtctggg 
360 

cctctagctg ccacccagga gtctgtaccc accctcctgc ctgaggaggc ccagtgacca 
420 

ctgtgatttc agagatgtgg gaccgtgctg gaccagatct ttccccacag caagactggg 
480 

cctgagggtc cctcatggag ggagcacccc agggccctgt ggcatgagga agctgggggc 
540 

atcttctccc cagggttcgc gctgcagcta ggcagcatct ccgcaggtcc aggtagtgta 
600 

agccctcacc tccacgtccc ctgggacctc ggcatggctg gcctttctgg ccagatccaa 
660 

tcaccctccc gcgaaggtgg ctttgcgcat gcgcttctgc tccccagcga tctgaggagt 
720 

gaacaggacc ccacggacga ggatccctgc cggggtgtgg gccctgctct ggtcaccacc 
780 

cgctggcgct cccccagggg ccggagccgg ggccgcccca gcactggggg cggggtggtt 
840 

aggggcggcc gttgcgatgt atgtggcaag gtgttcagcc aacgcagcaa cctgctgagg 
900 
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cac 

903 


<210> 3158 

<211> 92 

<212> PRT 

<213 > Homo sapiens 

< 4 0 0 > 3158 

Met Val Gly Ala Pro Pro Gin Val Thr Val Gin Val Gin Gly Gin Glu 
15 10 15 

Val Leu Ser Glu Lys Met Glu Pro Ser Ser Phe Gin Pro Leu Pro Glu 
20 25 30 

Thr Glu Pro Pro Thr Pro Glu Pro Gly Pro Lys Thr Pro Pro Arg Thr 
35 40 45 

Met Gin Glu Ser Pro Leu Gly Leu Gin Val Lys Glu Glu Ser Glu Val 
50 55 50 

Thr Glu Asp Ser Asp Phe Leu Glu Ser Gly Pro Leu Ala Ala Thr Gin 
65 70 75 80 

Glu Ser Val Pro Thr Leu Leu Pro Glu Glu Ala Gin 


85 

<210> 3159 

<211> 2408 

<212> DNA 

<213 > Homo sapiens 

<4 00> 3159 

nncgcgtact ggctgtacgg agcaggagca 
60 

ctcgttcgtg tccccgcccc tcgctcctgc 
120 

ccctggcaga ctaacgaagc agctcccttc 
180 

ctttgcctgc catttcttcc aggttgaggg 
240 

gcagtcagca cccacgtcgc ccccggacgc 
300 

ctccgtctgc ggtcccttgt gaaggctctg 
360 

gctcacctct cccaggaaac ttcacactgg 
420 

ggagattttc ctggggaaat cctgaggtca 
480 

ctcagagtaa ccacagtgct gttcatggct 
540 

gccactttat tggagaaact tttggaaaaa 
600 

gccaaacaac gagggaaaag ggccatcaca 
660 

cataataaat tacgaagtca ggtgtatcca 
720 

gatgtagagc tggaaagatc tgcagaatcc 
780 


90 


agaggtogoo gccagcctcc gccgccgagc 
agctactgct cagaaacgct ggggcgccca 
ccaccccaac tgcaggtcta attttggacg 
agccgcagag gcggaggctc gcgtattcct 
tcggtgctca ggcccttcgc gagcggggct 
ggcggotgoa gaggccggcc gtccggtttg 
agagccaaaa ggagtggaag agcctgtctt 
ttcattatga agtgtaccgc gcgggagtgg 
agagcaattc cagccatggt ggttcccaat 
tacatggatg aggatggtga gtggtggata 
gacaatgaca tgcagagtat tttggacctt 
acagcctcta atatggagta tatgacatgg 
tgggctgaaa gttgcttgtg ggaacatgga 
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cctgcaagct tgcttccatc aattggacag 
640 

cccccgacgt ttcatgtaca atcgtggtat 
900 

gaacatgaat gcaacccata ttgtccattc 
960 

acacaggtcg tgtgggcaac tagtaacaga 
1020 

atgaacatct gggggcagat atggcccaaa 
1080 

aagggaaact ggtggggcca tgccccttac 
1140 

cctagttttg gagggggctg tagagaaaat 
1200 

tatccccctc gagaagagga aacaaatgaa 
1260 

acccatgtcc ggacaagatc agatgatagt 
1320 

atgtcccaaa ttgtttcttg tgaagtaaga 
1380 

aataggtacg aatgtcctgc tggctgtttg 
1440 

cattatgaaa tgcaatccag catctgtaga 
1500 

gatggtggct gggtagatat cactagacaa 
1560 

agaaatggta ttcaaacaat tggcaaatat 
1620 

gtaacagttc aggctgtgac ttgtgaaaca 
1680 

ctgcttcaca ttgcccaaga gtatactgtc 
1740 

atgctcgtgt aattgggact cgagtttatt 
1800 

tacatgctgg gagtagttcg aaatcacggt 
1860 

agaaagacct acattgcttc ttttcagaat 
1920 

ccaggaggaa aggcattcag agtgtttgct 
1980 

ccataaagac tattccaaat gcaatatttc 
2040 

tacagagtac atcaactatt ttcagcccaa 
2100 

aacaaagtct ataaaataaa acatgggaca 
2160 

tggttttaga aatcctgtgt taaatattgc 
2220 

aattacatag tcatgattgt tctacgtttc 
2280 

taataaaatg aatctaaaca ttgaatgtga 
2340 

aaaaataatc gactctaaaa ctgaaagaaa 
2400 


aatttgggag cacactgggg aagatatagg 
gatgaagtga aagactttag ctacccatat 
aggtgttctg gccctgtatg tacacattat 
atcggttgtg ccattaattt gtgtcataac 
gctgtctacc tggtgtgcaa ttactcccca 
aaacatgggc ggccctgttc tgcttgccca 
ctgtgctaca aagaagggtc agacaggtat 
atagaacgac agcagtcaca agtccatgac 
agcagaaatg aagtcataag cgcacagcaa 
ttaagagatc agtgcaaagg aacaacctgc 
gatagtaaag ctaaagttat tggcagtgta 
gctgcaattc attatggtat aatagacaat 
ggaagaaagc attatttcat caagtccaat 
cagtctgcta attccttcac agtctctaaa 
actgtggaca gctctgtcca tttcataagc 
ctcgtaactg tatgcaagca aatccacatt 
ctgatctgtc cagtatctgc agagcagcag 
ggttatgttg atgtaatgcc tgtggaccaa 
ggaatcttct cagaaagttt acagaatcct 
gttgtgtgaa actgaatact tggaagagga 
tgaattttgt ataaaactgt aacattactg 
aaaggtgcca aatgcatata aatcttgata 
ttagctttgg gaaaagtaat gaaaatataa 
tatattttct tagcagttat ttctacagtt 
atatattata tggtgctttg tatatgccac 
atggccctca gaaaatcatc tagtgcattt 
ccttatcaca ttttccccag ttcaatgcta 
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tgccatta 

2408 

<210> 3160 
<211> 431 
<212 > PRT 

<213 > Homo sapiens 


<400> 3160 


Met Lys 

Cys 

Thr 

Ala 

Arg Glu 

Trp 

Leu 

Arg 

Val 

Thr 

Thr 

Val 

Leu 

Phe 

1 



5 





10 





15 


Met Ala 

Arg 

Ala 

lie 

Pro 

Ala 

Met 

Val 

Val 

Pro 

Asn 

Ala 

Thr 

Leu 

Leu 


20 





25 





30 



Glu Lys 

Leu 

Leu 

Glu 

Lys 

Tyr 

Met 

Asp 

Glu 

Asp 

Gly 

Glu 

Trp Trp 

lie 


35 





40 





45 




Ala Lys 

Gin 

Arg 

Gly 

Lys 

Arg 

Ala 

lie 

Thr 

Asp 

Asn 

Asp 

Met 

Gin 

Ser 

50 





55 





60 





lie Leu 

Asp 

Leu 

His 

Asn 

Lys 

Leu 

Arg 

Ser 

Gin 

Val 

Tyr 

Pro 

Thr 

Ala 

65 




70 





75 





80 

Ser Asn 

Met 

Glu 

Tyr 

Met 

Thr 

Trp 

Asp 

Val 

Glu 

Leu 

Glu 

Arg 

Ser 

Ala 




85 





90 





95 


Glu Ser 

Trp 

Ala 

Glu 

Ser 

Cys 

Leu 

Trp 

Glu 

His 

Gly 

Pro 

Ala 

Ser 

Leu 



100 





105 





110 



Leu Pro 

Ser 

lie 

Gly 

Gin 

Asn 

Leu 

Gly 

Ala 

His 

Trp 

Gly 

Arg Tyr 

Arg 


115 





120 





125 




Pro Pro 

Thr 

Phe 

His 

Val 

Gin 

Ser 

Trp 

Tyr 

Asp 

Glu 

Val 

Lys 

Asp 

Phe 

130 





135 





140 





Ser Tyr 

Pro 

Tyr 

Glu 

His 

Glu 

Cys 

Asn 

Pro 

Tyr 

Cys 

Pro 

Phe 

Arg 

Cys 

145 




150 





155 





160 

Ser Gly 

Pro 

Val 

Cys 

Thr 

His 

Tyr 

Thr 

Gin 

Val 

Val 

Trp 

Ala 

Thr 

Ser 




165 





170 





175 


Asn Arg 

lie 

Gly 

Cys 

Ala 

lie 

Asn 

Leu 

Cys 

His 

Asn 

Met 

Asn 

lie 

Trp 



180 





185 





190 



Gly Gin 

lie 

Trp 

Pro 

Lys 

Ala 

Val 

Tyr 

Leu 

Val 

Cys 

Asn 

Tyr 

Ser 

Pro 


195 





200 





205 




Lys Gly 

Asn 

Trp 

Trp 

Gly 

His 

Ala 

Pro 

Tyr 

Lys 

His 

Gly 

Arg 

Pro 

Cys 

210 





215 





220 





Ser Ala 

Cys 

Pro 

Pro 

Ser 

Phe 

Gly 

Gly 

Gly 

Cys 

Arg 

Glu 

Asn 

Leu 

Cys 

225 




230 





235 





240 

Tyr Lys 

Glu 

Gly 

Ser 

Asp 

Arg 

Tyr 

Tyr 

Pro 

Pro 

Arg 

Glu 

Glu 

Glu 

Thr 




245 





250 





255 


Asn Glu 

lie 

Glu 

Arg 

Gin 

Gin 

Ser 

Gin 

Val 

His 

Asp 

Thr 

His 

Val 

Arg 



260 





265 





270 



Thr Arg 

Ser Asp 

Asp 

Ser 

Ser 

Arg 

Asn 

Glu 

Val 

lie 

Ser 

Ala 

Gin 

Gin 


275 





280 





285 




Met Ser 

Gin 

lie 

Val 

Ser 

Cys 

Glu 

Val 

Arg 

Leu 

Arg 

Asp 

Gin Cys 

Lys 

290 





295 





300 





Gly Thr 

Thr 

Cys 

Asn 

Arg 

Tyr 

Glu 

Cys 

Pro 

Ala 

Gly 

Cys 

Leu 

Asp 

Ser 

305 




310 





315 





320 

Lys Ala 

Lys 

Val 

lie 

Gly 

Ser 

Val 

His 

Tyr 

Glu 

Met 

Gin 

Ser 

Ser 

He 




325 





330 





335 


Cys Arg 

Ala 

Ala 

lie 

His 

Tyr 

Gly 

lie 

lie 

Asp 

Asn 

Asp 

Gly Gly 

Trp 



340 





345 





350 



Val Asp 

lie 

Thr 

Arg 

Gin 

Gly 

Arg 

Lys 

His 

Tyr 

Phe 

lie 

Lys 

Ser 

Asn 
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355 


Arg 

Asn Gly 
370 

lie 

Gin 

Thr 

Thr 

385 

Val 

Ser 

Lys 

Val 

Thr 

390 

Asp 

Ser 

Ser 

Val 

His 

405 

Phe 

Thr 

Val 

Leu 

Val 

420 

Thr 

Val 


<210> 3161 
<211> 1197 
<212> DNA 

<213> Homo sapiens 
<400> 3161 

nnaacaccag caaaattttt 
60 

ttctcggtta acatcaatag 
120 

ctcaacttgc taaaaatcaa 
180 

gggccctcat ctgaaatgga 
240 

aacgtggtgg aggatgagat 
300 

agccgagacc cacagctatg 
360 

ctagagccat tcgatgagga 
420 

ttccacgcct acatccggaa 
480 

gagaacatca gctgcaagat 
540 

atctgtacta agtgccagcc 
600 

gacaatatca tgtttgagaa 
660 

acagggaacc agcattttgg 
720 

cttggcatca gggctgaagt 
780 

agcttggagc ttcttgagga 
840 

ggcctgcgga aggttggctg 
900 

accgtccgct acagtcgaaa 
960 

gcaggagact tccagaacaa 
1020 

ggatccaagt ttgttactgc 
1080 

gggtaccagg tgtccaatca 
1140 



360 




lie 

375 

Gly 

Lys 

Tyr 

Gin 

Val 

Gin 

Ala 

Val 

Thr 

395 

lie 

Ser 

Leu 

Leu 

410 

His 

Cys 

Lys 

Gin 

425 

lie 

His 


gaaaaaggtt gcaaaggagt 
aaacaagacc ggagagataa 
gcatggcgat ttgttgttcc 
gacgtcagtt ccaccgggct 
tgatcagtac ctcagcaaac 
ccgccacggc cctttgggga 
ctatctaaac catctcgagc 
gctgactgga ggggctgaca 
taagtcaggg tgcgaggggc 
gagcgccatc acgctgaaca 
tcacaccgtc gctgaccgct 
gtacttatac ggacggtaca 
ggctgcgatt tatgagccac 
tccaaaagct gaagtggtcg 
gatatttaca gacctcgtct 
taaggacacc tatttcctaa 
gcatcccaac atgtgccggc 
agtggctaca ggtggtcctg 
gtgtatggca ctggtccgtg 


365 

Ser Ala Asn Ser Phe 
380 

Cys Glu Thr Thr Val 
400 

He Ala Gin Glu Tyr 
415 

lie Met Leu Val 
430 


ttggcttcca 

cagcctcctc 

tgtttccctc 

tcaaagtctt 

aggacgggaa 

aatgcgtgca 

ctcccgtgaa 

aggggaagtt 

acctcccgtg 

gacagaagta 

ttcttgactt 

cggagcacaa 

ctcagattgg 

atgaaattgc 

cagaagatac 

gttcagaaga 

tctctccaga 

acaaccaagt 

atgagtgttt 


aaataatggc 

caacaaatcc 

gagccttgct 

tggcgctccc 

gatttacaga 

ctgcgtccct 

gcacatgtcc 

tgttgccctg 

gccgaatggc 

caggcatgtg 

ctggagaaag 

agacattccc 

tacacagaac 

tgccaaactt 

ccgaaagggt 

gtgcatcact 

cggacatttt 

ccactttgaa 

gctgccatgc 
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aaggacgccc cggtatgctg acgccaagga gtctagcagt gagcagtacg tgccaaa 
1197 

<210> 3162 
<211> 386 
<212 > PRT 

<213> Homo sapiens 


<400> 3162 


Xaa Thr 

Pro 

Ala 

1 

Gin Asn 

Asn 

Gly 

20 

lie Thr 

Ala 

35 

Ser 

Gly Asp 

Leu 

Leu 

50 

Glu Met 

Glu 

Thr 

65 

Asn Val 

Val 

Glu 

Lys lie 

Tyr 

Arg 

100 

Gly Lys 

Cys 

115 

Val 

Leu Asn 

His 

Leu 

130 

lie Arg 

Lys 

Leu 

145 

Glu Asn 

He 

Ser 

Trp Pro 

Asn 

Gly 

180 

Asn Arg 

Gin 

195 

Lys 

Thr Val 

Ala 

Asp 

210 

His Phe 

Gly 

Tyr 

225 

Leu Gly 

lie 

Arg 

Gly Thr 

Gin 

Asn 

260 

Val Asp 

Glu 

275 

lie 

Phe Thr 

Asp 

Leu 

290 

Ser Arg 

Asn 

Lys 

305 

Ala Gly 

Asp 

Phe 

Asp Gly 

His 

Phe 

340 

Pro Asp 

Asn 

Gin 


Lys 

Phe 

Leu 

Lys 

5 

Phe 

Ser 

Val 

Asn 

Ser 

Asn 

Lys 

Ser 

Phe 

Leu 

Phe 

40 

Pro 

Ser 

Val 

55 

Pro 

Pro 

Asp 

70 

Glu 

lie 

Asp 

85 

Ser 

Arg 

Asp 

Pro 

His 

Cys 

Val 

Pro 

Glu 

Pro 

Pro 

120 

Val 

Thr 

Gly 

135 

Gly 

Ala 

Cys 

150 

Lys 

lie 

Lys 

165 

lie 

Cys 

Thr 

Lys 

Tyr 

Arg 

His 

val 

Arg 

Phe 

200 
Leu Asp 

Leu 

Tyr 

215. 

Gly Arg 

Ala 

230 

Glu 

Val 

Ala 

245 

Ser 

Leu 

Glu 

Leu 

Ala 

Ala 

Lys 

Leu 

Val 

Ser 

280 
Glu Asp 

Asp 

Thr 

295 

Tyr 

Phe 

Gin 

310 

Asn 

Lys 

His 

325 

Gly 

Ser 

Lys 

Phe 

Val 

His 

Phe 

Glu 


Lys 

Val 

10 

Ala 

Lys 

lie 

25 

Asn 

Arg 

Asn 

Leu 

Asn 

Leu 

Leu 

Ser 

Ser 

Leu 

Ala 

60 

Gly 

Phe 

Lys 

75 

Val 

Gin 

Tyr 

90 

Leu 

Ser 

Gin 

105 

Leu 

Cys 

Arg 

Leu 

Glu 

Pro 

Phe 

Lys 

His 

Met 

Ser 

140 

Asp 

Lys 

Gly 

155 

Lys 

Ser 

Gly 

170 

Cys 

Glu 

Cys 

185 

Gin 

Pro 

Ser 

Asp 

Asn 

lie 

Met 

Phe 

Trp 

Arg 

Lys 

220 

Tyr 

Thr 

Glu 

235 

His 

Ala 

lie 

250 

Tyr 

Glu 

Leu 

265 

Glu 

Asp 

Pro 

Gly 

Leu 

Arg 

Lys 

Thr 

Arg 

Lys 

Gly 

300 

Leu 

Ser 

Ser 

315 

Glu 

Pro 

Asn 

330 

Met 

Cys 

Val 

345 

Thr 

Ala 

Val 

Gly 

Tyr 

Gin 

Val 


Glu 

Phe 

Gly 

Phe 

Lys 

Thr 

15 

Gly 

Glu 

Lys 

30 

lie 

Lys 

His 

45 

Gly 

Pro 

Ser 

Ser 

Phe 

Gly 

Ala 

Pro 

Lys 

Gin 

Asp 

80 

Gly 

His 

Gly 

95 

Pro 

Leu 

Asp 

110 

Glu 

Asp 

Tyr 

125 

Phe 

His 

Ala 

Tyr 

Phe 

Val 

Ala 

Leu 

Gly 

His 

Leu 

160 

Pro 

Ala 

lie 

175 

Thr 

Leu 

Phe 

190 

Glu 

Asn 

His 

205 

Thr 

Gly 

Asn 

Gin 

Lys 

Asp 

lie 

Pro 

Pro 

Pro 

Gin 

240 

lie 

Lys 

Ala 

255 

Glu 

val 

Val 

270 

Gly 

Trp 

lie 

285 

Thr 

Val 

Arg 

Tyr 

Glu 

Cys 

lie 

Thr 

Arg 

Leu 

Ser 

320 

Pro 

Ala 

Thr 

335 

Gly 

Gly 

Ser 

350 

Asn 

Gin 

Cys 
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355 360 365 

Met Ala Leu Val Arg Asp Glu Cys Leu Leu Pro Cys Lys Asp Ala Pro 
370 375 380 

Val Cys 
385 

<2 10 > 3163 

<211> 1075 

<212> DNA 

<213 > Homo sapiens 

<400> 3163 > 

ngacctctgt aaaagccaca ggtggactgc ttctggggac atcaccttct tcttcggggt 
60 

tgccagtcat cggaacgtca gaaacctgaa gtgtcatctg gggccatgga cggagagggg 
120 

tgggggctac cagtggaccc actgactcct ggacatcagg atgctctgcc atggcaaagg 
180 

tgttatcatc catgttcttc gtcttcagtt cctcctcggc aggcctgcgc ctcaccggct 
240 

tcatgcagct cttcagctgc cntggcctca gcctccacgg gaccctggca ctcgggctgt 
300 

ggctccagct gcggcagctg ctgctgctgg ggcagccctt cggcatcagt gggtgtggga 
360 

gcgggtgcga tccggagcag gactgtgtag ttgcggccgt ggttgttggc ccagaaagtg 
420 

ccctcanngg ggtctcatag cgcaccancg aagtcgaggc gcgccccatc gcccgcgccc 
480 

tcagcaaagg gcagctggaa ggcaaagcgg tcggtgcggc cgccgtcgtc gggcgaggag 
540 

gcggatgcct ggccgggacc caggccgagc cccggatcca ggatgggatc tcctgctcct 
600 

gttcctcccg ctcctgccca cggcgggctg cgcgggacgt agcgcgctgg gtggtcgcaa 
660 

aaggaagccc agccgtcgtg tgaggccgca cgtgcaccgc cttctcgaag gagcggttca 
720 

gcacgcgtac caacccgcgc agcaccggcg ggcggccccc aggcacccac accccggcac 
780 

ccccggggac cgctccggga ggcggcagca gcgcctccag ctccaccatg acgcgcccca 
840 

agcgctccag acggcccggc gcgggcggca gcgaaaatgt ggggaccagg taaaaccncc 
900 

ccgccagcgg ggacggggca cagcggtgag ggctcggggc aagcctcctc ttcctcctcc 
960 

ccttcatccc catcctcgcc atcgtcgtcc tcgtcggccc cgccgccgcc gccaatatgg 
1020 

cgcgtacggc ccctgtggag cccccgctgc ggcattccgc gcccccctcg ccggc 
1075 

<210> 3164 

<2 11 > 94 

<212 > PRT 

<213 > Homo sapiens 
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<4 00> 3164 


Met 

Asp 

Gly 

Glu 

Gly 

Trp 

Gly 

Leu 

Pro 

val 

Asp 

Pro 

Leu 

Thr 

Pro Gly 

l 




5 





10 





15 


His 

Gin 

Asp 

Ala 

Leu 

Pro 

Trp 

Gin 

Arg 

Cys 

Tyr 

His 

Pro 

Cys 

Ser 

Ser 



20 





25 





30 



Ser 

Ser 

Val 

Pro 

Pro 

Arg 

Gin 

Ala 

Cys 

Ala 

Ser 

Pro 

Ala 

Ser 

Cys 

Ser 



35 





40 





45 




ser 

Ser 

Ala 

Ala 

Xaa 

Ala 

Ser 

Ala 

Ser 

Thr 

Gly 

Pro 

Trp 

His 

Ser Gly 


50 





55 





60 





Cvs Gly 

Ser 

Ser 

Cys 

Gly 

Ser 

Cys 

Cys 

Cys 

Trp 

Gly 

Ser 

Pro 

Ser 

Ala 

65 





70 





75 





80 

Ser 

Val 

Gly 

Val 

Gly 

Ala 

Gly 

Ala 

He 

Arg 

Ser 

Arg 

Thr 

Val 







85 





90 








<210> 3165 
<211> 2413 
<212> DNA 

<213> Homo sapiens 
<400 > 3165 

gaaggctgtg cggagcggcg cggcacagag cctgttgttg agctcagtat gtcgtgggaa 
60 

tccggggccg ggccaggtct aggttcccag gggatggatc tcgtgtggag tgcgtggtac 
120 

ggaaagtgcg ttaaagggaa agggtcgttg ccactctcgg cccacggcat cgtggtcgcc 
180 

tggctcagca gggccgagtg ggaccaggtg acggtttatc tgttctgtga cgaccataag 
240 

ttgcagcggt acgcgcttaa ccgcatcacg gtgtggagga gcaggtcagg caacgaactc 
300 

cctctggcag tggcctctac tgctgacctg atacgctgta agctcttgga tgtaactggt 
360 

ggcttgggca ctgatgaact tagactgctc tatggcatgg cattggtcag gtttgtgaat 
420 

cttatctcag agaggaagac aaagtttgcc aaggtccccc tcaagtgtct ggctcaagag 
480 

gtaaatattc cggattggat tgttgacctt cgccatgagt tgacccacaa gaaaatgccc 
540 

catataaatg actgccgcag aggctgctac tttgtcctgg attggctcca gaagacctat 
600 

tggtgccgcc aactggagaa cagcctgaga gagacctggg agttggagga gttcagggaa 
660 

gggatagagg aagaggatca agaggaagat aagaacattg ttgttgatga catcacagaa 
720 

cagaaaccag agcctcagga tgatgggaaa agtacggagt cagatgtaaa ggccgatgga 
780 

gacagcaaag gcagcgaaga ggt.ggat.tct cattgcaaaa aggccctgag tcataaagag 
840 

ctatatgaaa gagcccgaga actgctggta tcatacgaag aggagcagtt tacggtgctg 
900 

gagaaattta ggtatttacc taaggccatt aaggcgtgga ataacccgtc cccacgtgta 
960 

gaatgtgtcc tggcagagct caagggcgtt acatgcgaga acagggaggc tgtgctggat 
1020 
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gcttttctgg atgatggctt ccttgtcccc 
1080 

gaatatgaag aaaacgtgga cttgaatgac 
1140 

cggcagcccc tgctcagggg cctgcactcc 
1200 

atgctctctg aactgccagc cttggggatc 
1260 

tggaccgttg aactgatcgt ggccaacacc 
1320 

gcaggccagt gggaagcaag aaggggctgg 
1380 

tggccccgga tggttgagtc ctgcttgggc 
1440 

cggatcatct tcaaagccat ggggcagggc 
1500 

cgcatctgtt ccatttatac ccagagtgga 
1560 

gcctccccca ttgggaagtc tccatataca 
1620 

gccagctcca gcttcgggtc tgaagcaaag 
1680 

aatgatgtca aggaagagga gaaggaggag 
1740 

gaggaagaaa atgatgacca agaggaggaa 
1800 

gaggaagaca gaatggaggt ggggcctttc 
1860 

aatgctaggc ttctggccca gaaaagagga 
1920 

tcagaagacg tgcgatggga cacatttccc 
1980 

ccagcagagc tcatgctgga gaattatgac 
2040 

gagcagcggc tggaaccctc aacatgcaag 
2100 

ggcagtggca actgcagcaa cagcagcagc 
2160 

gggcagctgc atgggctcaa aactggcctg 
2220 

gtgttcatcc agccgtgcca gggcaacagc 
2280 

gacaacctgg gagacagcct ggatcagcca 
2340 

tttgaatgtc ttttgttttt gttttgtttt 
2400 

aaaaaaaaaa aaa 
2413 

<210 > 3166 
<2ll> 717 
<212> PRT 

<213 > Homo sapiens 


acatttgaac agttggcagc tttgcagata 
gtcctggtgc caaagccgtt ctctcagttc 
cagaacttca cgcaggccct attggagagg 
agcgggatcc ggcctaccta catcctcaga 
aagactggac ggaatgctcg ccgattttct 
aggctgttca actgctccgc ctcccttgac 
tcaccttgct gggccagccc ccaactcctt 
ctgccagacg aggagcagga gaagctgctg 
gaaaacagcc tggtgcagga gggctctgag 
ctagacagcc tgtattggag cgtcaagcca 
gcccagcaac aggaggagca gggcagtgtt 
aaagaggtct tgccagacca ggtagaggag 
gaggaggatg aagatgatga agatgatgaa 
tctacagggc aagagtcccc cactgccgag 
gctttgcagg gctctgcatg gcaggttagc 
ctaggccgaa tgccaggtca gaccgaggac 
accatgtatc ttttggacca gcctgtgcta 
actgacacct tgggcctgag ctgtggtgtc 
agcaacttcg agggccttct ctggagccag 
cagctcttct gatggccatc cctggtgcaa 
ccacccccta gtacaactga tgctccctga 
catcaactca gttgtccacc acaggggaat 
gaaaaataat aaacaggcaa ctgtaaaaaa 
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<400> 3166 


Met 

Ser 

Trp 

Glu 

Ser Gly 

Ala 

Gly 

Pro 

Gly 

Leu 

Gly 

Ser 

Gin 

Gly 

Met 

1 




5 





10 





15 


Asp 

Leu 

Val 

Trp 

Ser 

Ala 

Trp 

Tyr 

Gly 

Lys 

Cys 

Val 

Lys 

Gly 

Lys 

Gly 




20 





25 





30 



Ser 

Leu 

Pro 

Leu 

Ser 

Ala 

His 

Gly 

lie 

Val 

Val 

Ala 

Trp 

Leu 

Ser 

Arg 



35 





40 





45 




Ala 

Glu 

Trp 

Asp 

Gin 

Val 

Thr 

Val 

Tyr 

Leu 

Phe 

Cys 

Asp 

Asp 

His 

Lys 


50 





55 


* 



60 





Leu 

Gin Arg 

Tyr 

Ala 

Leu 

Asn 

Arg 

lie 

Thr 

Val 

Trp 

Arg 

Ser 

Arg 

Ser 

65 





70 





75 





80 

Gly Asn 

Glu 

Leu 

Pro 

Leu 

Ala 

Val 

Ala 

Ser 

Thr 

Ala 

Asp 

Leu 

lie 

Arg 





85 





90 





95 


Cys 

Lys 

Leu 

Leu 

Asp Val 

Thr 

Gly 

Gly 

Leu 

Gly 

Thr 

Asp 

Glu 

Leu 

Arg 




100 





105 





110 



Leu 

Leu 

Tyr 

Gly 

Met 

Ala 

Leu 

Val 

Arg 

Phe 

Val 

Asn 

Leu 

lie 

Ser 

Glu 



115 





120 





125 




Arg 

Lys 

Thr 

Lys 

Phe 

Ala 

Lys 

Val 

Pro 

Leu 

Lys 

Cys 

Leu 

Ala 

Gin 

Glu 


130 





135 





140 





Val 

Asn 

lie 

Pro 

Asp 

Trp 

lie 

val 

Asp 

Leu 

Arg 

His 

Glu 

Leu 

Thr 

His 

145 





150 





155 





160 

Lys 

Lys 

Met 

Pro 

His 

lie 

Asn 

Asp 

Cys 

Arg 

Arg 

Gly 

Cys 

Tyr 

Phe 

Val 





165 





170 





175 


Leu Asp 

Trp 

Leu 

Gin 

Lys 

Thr 

Tyr 

Trp 

Cys 

Arg 

Gin 

Leu 

Glu 

Asn 

Ser 




180 





185 





190 



Leu Arg 

Glu 

Thr 

Trp Glu 

Leu 

Glu 

Glu 

Phe 

Arg 

Glu 

Gly 

lie 

Glu 

Glu 



195 





200 





205 




Glu Asp 

Gin 

Glu 

Glu Asp 

Lys 

Asn 

lie 

Val 

Val 

Asp 

Asp 

lie 

Thr 

Glu 


210 





215 





220 





Gin 

Lys 

Pro 

Glu 

Pro 

Gin 

Asp 

Asp 

Gly 

Lys 

Ser 

Thr 

Glu 

Ser 

Asp 

Val 

225 





230 





235 





240 

Lys 

Ala Asp 

Gly 

Asp 

Ser 

Lys 

Gly 

Ser 

Glu 

Glu 

Val 

Asp 

Ser 

His 

Cys 





245 





250 





255 


Lys 

Lys 

Ala 

Leu 

Ser 

His 

Lys 

Glu 

Leu 

Tyr 

Glu 

Arg 

Ala 

Arg 

Glu 

Leu 




260 





265 





270 



Leu 

Val 

Ser 

Tyr 

Glu 

Glu 

Glu 

Gin 

Phe 

Thr 

Val 

Leu 

Glu 

Lys 

Phe 

Arg 



275 





280 





285 




Tyr 

Leu 

Pro 

Lys 

Ala 

lie 

Lys 

Ala 

Trp 

Asn 

Asn 

Pro 

Ser 

Pro 

Arg 

Val 


290 





295 





300 





Glu Cys 

Val 

Leu 

Ala 

Glu 

Leu 

Lys 

Gly 

Val 

Thr 

Cys 

Glu 

Asn 

Arg 

Glu 

305 





310 





315 





320 

Ala 

Val 

Leu 

Asp 

Ala 

Phe 

Leu 

Asp 

Asp 

Gly 

Phe 

Leu 

Val 

Pro 

Thr 

Phe 





325 





330 





335 


Glu 

Gin 

Leu 

Ala 

Ala 

Leu 

Gin 

lie 

Glu 

Tyr 

Glu 

Glu 

Asn 

Val 

Asp 

Leu 




340 





345 





350 



Asn Asp 

Val 

Leu 

Val 

Pro 

Lys 

Pro 

Phe 

Ser 

Gin 

Phe 

Trp 

Gin 

Pro 

Leu 



355 





360 





365 




Leu Arg Gly 

Leu 

His 

Ser 

Gin 

Asn 

Phe 

Thr 

Gin 

Ala 

Leu 

Leu 

Glu 

Arg 


370 





375 





380 





Met 

Leu 

Ser 

Glu 

Leu 

Pro 

Ala 

Leu 

Gly 

lie 

Ser 

Gly 

lie 

Arg 

Pro 

Thr 

385 





390 





395 





400 

Tyr 

lie 

Leu 

Arg 

Trp 

Thr 

Val 

Glu 

Leu 

lie 

Val 

Ala 

Asn 

Thr 

Lys 

Thr 





405 





410 





415 


Gly Arg Asn 

Ala 

Arg Arg 

Phe 

Ser 

Ala 

Gly 

Gin 

Trp 

Glu 

Ala 

Arg 

Arg 
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420 




425 




430 



Gly Trp 

Arg 

Leu 

Phe Asn 

Cys 

Ser 

Ala 

Ser Leu 

Asp 

Trp 

Pro 

Arg 

Met 



435 




440 




445 




Val 

Glu 

Ser 

Cys 

Leu Gly 

Ser 

Pro 

Cys 

Trp Ala 

Ser 

Pro 

Gin 

Leu 

Leu 


450 




455 




460 





Arg 

He 

lie 

Phe 

Lys Ala 

Met 

Gly 

Gin Gly Leu 

Pro 

Asp 

Glu 

Glu 

Gin 

465 




470 




475 





400 

Glu 

Lys 

Leu 

Leu 

Arg lie 

Cys 

Ser 

lie 

Tyr Thr 

Gin 

Ser 

Gly 

Glu 

Asn 





485 




490 




495 


Ser 

Leu 

Val 

Gin 

Glu Gly 

Ser 

Glu 

Ala 

Ser Pro 

lie 

Gly 

Lys 

Ser 

Pro 




500 




505 




510 



Tyr 

Thr 

Leu 

Asp 

Ser Leu 

Tyr 

Trp 

Ser 

Val Lys 

Pro 

Ala 

Ser 

Ser 

Ser 



515 




520 




525 




Phe Gly 

Ser 

Glu 

Ala Lys 

Ala 

Gin 

Gin 

Gin Glu 

Glu 

Gin 

Gly 

Ser 

Val 


530 




535 




540 





Asn Asp 

Val 

Lys 

Glu Glu 

Glu 

Lys 

Glu 

Glu Lys 

Glu 

Val 

Leu 

Pro 

Asp 

545 




550 




555 





560 

Gin 

val 

Glu 

Glu 

Glu Glu 

Glu 

Asn 

Asp Asp Gin 

Glu 

Glu 

Glu 

Glu 

Glu 





565 




570 




575 


Asp 

Glu 

Asp 

Asp 

Glu Asp 

Asp 

Glu 

Glu 

Glu Asp 

Arg 

Met 

Glu 

Val 

Gly 




580 




585 




590 



Pro 

Phe 

Ser 

Thr 

Gly Gin 

Glu 

Ser 

Pro 

Thr Ala 

Glu 

Asn 

Ala 

Arg 

Leu 



595 




600 




605 




Leu 

Ala 

Gin 

Lys 

Arg Gly 

Ala 

Leu 

Gin Gly Ser 

Ala 

Trp 

Gin 

Val 

Ser 


610 




615 




620 





Ser 

Glu 

Asp 

Val 

Arg Trp 

Asp 

Thr 

Phe 

Pro Leu 

Gly 

Arg 

Met 

Pro 

Gly 

625 




630 




635 





640 

Gin 

Thr 

Glu 

Asp 

Pro Ala 

Glu 

Leu 

Met 

Leu Glu 

Asn 

Tyr 

Asp 

Thr 

Met 





645 




650 




655 


Tyr 

Leu 

Leu 

Asp 

Gin Pro 

Val 

Leu 

Glu 

Gin Arg 

Leu 

Glu 

Pro 

Ser 

Thr 




660 




66S 




670 



Cys 

Lys 

Thr 

Asp 

Thr Leu 

Gly 

Leu 

Ser Cys Gly 

Val 

Gly 

Ser 

Gly 

Asn 



675 




680 




685 




Cys 

Ser 

Asn 

Ser 

Ser Ser 

Ser 

Asn 

Phe 

Glu Gly 

Leu 

Leu 

Trp 

Ser 

Gin 


690 695 700 

Gly Gin Leu His Gly Leu Lys Thr Gly Leu Gin Leu Phe 
705 710 715 


<210> 3167 

<211> 2730 

<212> DNA 

<213> Homo sapiens 

<400> 3167 

nnggccggcg cctcctcctg gattcattca ctcgctcttt tcattcacga aggtagtgag 
60 

gcctagtgga aagccatgga gagcgctctc cccgccgccg gcttcctgta ctgggtcggc 
120 

gcgggcaccg tggcctacct agccctgcgt atttcgtact cgctcttcac ggccctccgg 
180 

gtctggggag tggggaatga ggcgggggtc ggcccggggc tcggagagtg ggcagttgtc 
240 

acaggtagta ctgatggaat tggaaaatca tatgcagaag agttagcaaa gcatggaatg 
300 
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aaggttgtcc ttatcagcag 
360 

gaaaaattca aagtggagac 
420 

gataaaatta aaacaggctt 
480 

atgtcgtatg agtatcctga 
540 

aaaatgataa atattaatat 
600 

atggtggaaa gatccaaagg 
660 

gtcccactct tgaccatcta 
720 

ctccatgagg agtataggag 
780 

gctacaaaac tggctaaaat 
840 

gtgaagtctg caattaaaac 
900 

gctcttatgg gctcgataat 
960 

aatatgaaca agtctacacg 
1020 

ataactgcat tgtaacttgg 
1080 

tactggtttt gaaaatctga 
1140 

cttaattaag aggaaaatag 
1200 

atccgaggta attttgaagt 
1260 

ttgtcgggaa cacctaatag 
1320 

aagcataaaa cttggcagtt 
1380 

ttctctgaaa ctgattataa 
1440 

gaaatggaga tcgatttgat 
1500 

ttacggtttt ataaaattat 
1560 

gggtagctaa tgacatgaaa 
1620 

cactaaacta tgctttctta 
1680 

gaagctatat ggtatgattt 
1740 

ccatctatgg taccactgaa 
1800 

cctttgtttc tgcattaaac 
1860 

agtaatgact tcatagaaat 
1920 


atcaaaggat aaacttgacc 
aagaaccatt gctgttgact 
ggctggtctt gaaatcggca 
atactttttg gatgttcctg 
tctttctgtt tgtaagatga 
ggctattctg aacatttcat 
ttctgcaacc aagacttttg 
caagggcgtc tttgtgcaga 
ccggaagcca actttggata 
agtcggcctg caatcccgaa 
ctcaaacctg ccttcttgga 
ggctcactat ctgaagaaaa 
ccagatgctc cagcatatgc 
ccttgtcatt tcaatagtta 
aagttgcttt taggggtttc 
ttaatataaa tgctcatatc 
aaaggaatac tattatagca 
ttatctgctt caaaatgcca 
aaaccaatgt ccagctactc 
ttgtttataa gcagacacac 
cttccagttt gtacatttat 
ataattgtga aatatggaat 
taatgcatat ttcttctcag 
ataaagataa atgggccaaa 
accctgaccc agaaaagtgg 
caatattgat cacacatatg 
ggcattataa tttttaagtt 


aggtttccag tgaaataaaa 
ttgcatcaga agatatttat 
tcttagtgaa caacgtggga 
acttggacaa tgtgatcaag 
cacaattggt actgcctggc 
ctggcagtgg catgctccct 
tagatttctt ctctcagtgc 
gtgtcctgcc atacttcgta 
agccctctcc ggagacgttt 
ccaatggata cctgatccat 
tttatttgaa aatagtcatg 
ccaagaagaa ctaagcattg 
acgttcactg caaagcaccc 
ttaacatgac taaatattat 
tgacatatat tctggatact 
aaatgaatat agaactaata 
aatcacagaa tgatagactc 
ttgatcatta ttcctgtatt 
ttttgttttt gacacttgaa 
tgcaatttac aaagatctct 
atggaattgt tctttatcaa 
tatttctgac acatgaagcc 
tttaaatgta tgtaaatatc 
gtgtacattg agactggcag 
cttgcttgga cacccagctg 
acacaggcta gtcctataaa 
gatactctac aggtagctat 
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tgatataatt agttttaata aaacatgctg caaccatggt atacaacaaa aatacatttc 
1980 

tttggtgatt gaaattaagg ccgtatttac aatgacttaa tataagactg acttttatcc 
2040 

tgcttcataa cttgtatgga gaactcacca agaaagaatt caatactgtg aaatatgcag 
2100 

caagaagatt ggtctttacc taggctgtgt ttcctaagct ctgagttttc agcaccagta 
2160 

gatttgtatt aaaagaaaaa aaaatggggc cttagcttct ggcttttaat tttgccagct 
2220 

aaggacataa aacaaaaata aacaaacaaa aacaaatagc catctgctat cagcatcatt 
2280 

atgtaaaaga aaatatattt tagcccctaa aattaggaag aatgtaatct cagaataaag 
2340 

gttgtcattt aagttgaata aatatatagc tttatgaaaa acacattgtt tgcccttttt 
2400 

tcctctcatt tcattgtaga aatggtgaca ccacaatgac ctggacagta ttttatctgc 
2460 

tttcacacat tggttggtta gttggttggt tggttggttg gtgagttggt tttagtgtag 
2520 

tggtggtaga tagaggaggg attctcttgc aagtatacaa aatactctct ttttctttta 
2580 

tcccagttag aaaatagttg taggctaagc acagtggctt acacctgtaa actcaatgct 
2640 

ttgggaggct gagacaggag gattgcttga gcccgggagt tcaacgccag cccgggcaac 
2700 

gtagcaagct cttgtctcta caaaaaaatt 
2730 

<210> 3168 

<211> 312 

<212> PRT 

<213 > Homo sapiens 


<400> 3168 


Met Glu 

Ser Ala 

Leu 

Pro 

Ala 

Ala 

Gly 

Phe 

Leu 

Tyr 

Trp 

Val 

Gly 

Ala 

1 


5 





10 





15 


Gly Thr 

Val Ala, 

Tyr 

Leu 

Ala 

Leu 

Arg 

lie 

Ser 

Tyr 

Ser 

Leu 

Phe 

.Thr 


20 





25 





30 



Ala Leu 

Arg Val 

Trp 

Gly 

Val 

Gly 

Asn 

Glu 

Ala 

Gly 

Val 

Gly 

Pro 

Gly 


35 




40 





45 




Leu Gly 

Glu Trp 

Ala 

Val 

Val 

Thr 

Gly 

Ser 

Thr Asp 

Gly 

lie 

Gly 

Lys 

50 




55 





60 





Ser Tyr 

Ala Glu 

Glu 

Leu 

Ala 

Lys 

His 

Gly Met 

Lys 

Val 

Val 

Leu 

He 

65 



70 





75 





80 

Ser Arg 

Ser Lys 

Asp 

Lys 

Leu 

Asp 

Gin 

Val 

Ser 

Ser 

Glu 

lie 

Lys 

Glu 



85 





90 





95 


Lys Phe 

Lys Val 

Glu 

Thr 

Arg 

Thr 

lie 

Ala 

Val 

Asp 

Phe 

Ala 

Ser 

Glu 


100 





105 





110 



Asp lie 

Tyr Asp 

Lys 

He 

Lys 

Thr 

Gly 

Leu 

Ala Gly 

Leu 

Glu 

lie 

Gly 


115 




120 





125 




lie Leu 

Val Asn 

Asn 

val 

Gly 

Met 

Ser 

Tyr 

Glu 

Tyr 

Pro 

Glu 

Tyr 

Phe 

130 




135 





140 





Leu Asp 

Val Pro 

Asp 

Leu 

Asp 

Asn 

Val 

lie 

Lys 

Lys 

Met 

lie 

Asn 

lie 
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145 150 155 160 

Asn He Leu Ser Val Cys Lys Met Thr Gin Leu Val Leu Pro Gly Met 
165 170 175 

Val Glu Arg Ser Lys Gly Ala lie Leu Asn lie Ser Ser Gly Ser Gly 
180 185 190 

Met Leu Pro Val Pro Leu Leu Thr lie Tyr Ser Ala Thr Lys Thr Phe 
195 200 205 

Val Asp Phe Phe Ser Gin Cys Leu His Glu Glu Tyr Arg Ser Lys Gly 
210 215 220 

Val Phe Val Gin Ser Val Leu Pro Tyr Phe Val Ala Thr Lys Leu Ala 

225 230 235 240 

Lys lie Arg Lys Pro Thr Leu Asp Lys Pro Ser Pro Glu Thr Phe Val 

245 250 255 

Lys Ser Ala lie Lys Thr Val Gly Leu Gin Ser Arg Thr Asn Gly Tyr 
260 265 270 

Leu lie His Ala Leu Met Gly Ser lie lie Ser Asn Leu Pro Ser Trp 
275 280 285 

lie Tyr Leu Lys lie Val Met Asn Met Asn Lys Ser Thr Arg Ala His 
290 295 300 

Tyr Leu Lys Lys Thr Lys Lys Asn 
305 310 

<210 > 3169 
<211> 5945 
<212> DNA 

<213> Homo sapiens 
<400> 3169 

nncggccgcc gcaagaaagt gtccttcgag gccagcgtgg ccctgctgga ggcctcgctg 
60 

aggaacgacg ccgaggaagt acgctacttc ctgaagaata aggtcagccc tgatttgtgc 
120 

aatgaggacg gactcacagc cctacaccag tgctgcatcg acaactttga ggaaattgtg 
180 

aagctgctcc tctcccatgg tgccaatgtg aacgccaagg acaacgagct gtggacacct 
240 

ctccatgctg cagccacctg cggccacatc aacctggtga agatcctcgt tcagtatggg 
300 

gccgacttgc ttgctgtcaa ctcggatggg aacatgccat atgacctctg cgaggatgaa 
360 

cccaccctgg atgtcatcga gacctgcatg gcataccagg gcatcaccca agagaaaatc 
420 

aacgagatgc gggtggctcc tgagcagcag atgattgcgg acatccactg catgatcgca 
480 

gcgggccagg acctggactg gatagatgcc cagggtgcca cactgctgca catagctgga 
540 

gccaatggat acctgcgggc agctgagctc ctcctggatc atggagtgcg tgtggatgtg 
600 

aaggactggg atggctggga gcccctgcat gcagctgcct tctggggaca gatgcagatg 
660 

gcagagctat tggtgtccca tggagctagt ctcagtgcaa ggacatccat ggatgagatg 
720 

ccaatagacc tgtgcgagga ggaagagttc aaggtcctgc tgctggagct aaaacacaag 
780 
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catgatgtga tcatgaagtc acagctgagg cacaagtcat ccttgagccg gaggacctcc 
840 

agcgcaggca gccgtgggaa ggtggtgcgg cgagccagcc tgtcggacag gaccaacctg 
900 

tataggaagg agtatgaggg agaggccatc ctgtggcagc ggagtgcagc tgaggatcag 
960 

cggacctcca cctacaacgg ggacatcagg gagaccagga cagaccaaga gaataaggac 
1020 

cctaacccca ggctggagaa gcccgtgcta ctctccgaat ttcctaccaa gatcccacga 
1080 

ggtgaactgg acatgcctgt tgagaatggc ctccgggctc cggtcagtgc ctaccagtat 
1140 

gcgctggcca acggggatgt ctggaaggtg catgaggtgc ctgactacag catggcctat 
1200 

ggcaaccctg gcgtggccga cgccaccccg ccctggagca gctacaagga acagagccct 
1260 

cagacgcttc tggagctgaa gcggcagcgg gctgcagcca agctgctcag ccaccccttc 
1320 

cttagcacac acctgggcag cagcatggcc aggacgggcg agagtagcag tgaaggcaag 
1380 

gccnccttga tcggaggcag aacttcaccg tacagcagca atgggacctc ggtatattac 
1440 

acggtcacca gcggagatcc cccactctta aagttcaagg cccccataga ggagatggag 
1500 

gagaaggtgc atggctgttg ccgtatctcc tagtctccgt gtgatggagg agggagatgc 
1560 

ctggggaggg gctcctggaa tccaggccag cccaacaacc ctggctgggg aggtgtcagg 
1620 

gcagctgggg agaggtgggc tctgcttttc agaggaactc agaccccagc cctcagctgg 
1680 

ctgcccatag catcccatgt cccacgtccc gtggttctgc ttcctgctgc atcgtctgcc 
1740 

atctgacaca aggcctgtcg tggcctcctg gttcactctg ctgtctgatc ttgggagggt 
1800 

gggcttgaga tcccagctct attcttggta taaaggcttc tccggatcag tacatgcatg 
1860 

tcacattaac acacacacac acacacatat acacacacac acaagctcga tcagtgtgtg 
1920 

taggaatgac atacctgggc tcaggggaag caagggggct tagaatttgt ggggtattcc 
1980 

caaaaggatg gaagttaaga ctcagagtct cattaccact gccaatgtgg ttttagcagg 
2040 

ggaggggacc tgctaagctg agacccatag tcctgctcag agttatccca aagtctgagc 
2100 

caccagccac acctgacagg ggtgagaagt cctcgctgtg ttcagaggga gccaggaatc 
2160 

tacatgggta gatgagatag acacagacct gctccccgca gccttgttga gagccacact 
2220 

tctgcccatg ccaggagcca gctgtgtgac catccagggg tggaggggga aaaccaggca 
2280 

atttcgttcc tggaatcaac caaatcatgt tttcctcttg gatggaagtg tcaaaggcag 
2340 

aagggtgtgg gagggggaca aggtcagtat ttaccaaagt gtatctgatt ttaaaaattc 
2400 
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ctttagtctg taaaactcct agagggaggg aggtaactga attcacttct ttttgtggat 
2460 

cgtatcaagg tcactgggtt ttactggctg gtgctgggaa aatgaagcta agtgaggagc 
2520 

ttccattgga atgcttttcc agggagagag gccagttaat ttaaaaaaaa cagtcgctag 
2580 

ttaacagcga cagagcccag caccctgggg tctttgtgaa tatccagact gtttcagccc 
2640 

agcccatctc agccaaccct ccttagactg agctgtcaga gcaagcaatt aggggccagc 
2700 

ctgcctccac ctcccacccc cttccacctc catcagtcat gtgtgcagag tcagtgctcg 
2760 

ggatcccggg cccagctttt gcctttttgg ggatgcttgg tgagacagat ttgccagtca 
2820 

gcccttttga gttcccgcct cacccagggg ctcccagcct gcacttgcag gagtggtgat 
2880 

gccccaagtc tgcgaatcca gggtgcacgt ggtcaatatc ccctcctgca ttcaggagag 
2940 

ccatggtagg gctggagttg ggtcttgccc agccctgcag tttcatagtc ccagccttcc 
3000 

tggtgctggg gagggaggac tgtgaatggc tgttctcccc tcactgctga gtctcccagg 
3060 

accccctttg gagatgccca tggcatgggc actgcccaca ggctcagcca gaacctcttg 
3120 

gtgtacccga taagctgcag gttatccctt gctctgtgcg ccttttat-tt gtccttaaac 
3180 

tacctcctta gagctctgaa ggggtctcct agttccagat tttaatttgg ggaacagatc 
3240 

tgggttcttt ttaaccctct tctttctcag tctatgagaa acttgccctg aggggcacct 
3300 

gggctagggg cttgggactg gaagaccatc cccgccttgt gccacaactt tggtcatggg 
3360 

atctgctctt tgtcattctt agccccctac tgtggccccc atagccccat aacccagaga 
3420 

gggagctgga cttcagggag cctgagtgat gctttcccag gagcagggca gctggctgga 
3480 

ccagaaagta gagggcccat gggagtgact gcacccttgg tggctgctgg aaagggagag 
3540 

gttctcagca tcaggccacc tccaccccaa tgccaggata gatgtattct agagtagggg 
3600 

tggaggcggc ccaggaggct gaagacaggt gcacagatgc ttcccacgac cttgccattt 
3660 

ggggtgggct cttcaacatc tcaggctgtg gctggaacag gacaggatga tctaaaacac 
3720 

acgtaccatt ggctgtaaaa cagtatgagc ccagactgac gctgaaatcc ctcatgagcc 
3780 

aaccttagct acaaggtagg gagttctgag ggaagccgcg tgctcctcag gagagagctg 
3840 

tttaggtttt ccgatctttt tgctcagggg ccaaacactg aaggcacgta ctgcccaacc 
3900 

cactgagcgc ctgaggccat tccctccttt tccgcatgcc tcctgcctcc tgggctattc 
3960 

ctctccaccc agaaggctgg gaatcccagc tgattccctg acaggagccg acttcacaca 
4020 
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caggtgactc tcaggcattg 
4080 

gctttaagtc cctggggagc 
4140 

gaccaacctc caatgaatga 
4200 

tagctgcaac atgccagcct 
4260 

tcaggagaac tgttccttgt 
4320 

ttcaagtcac ctgaggcaaa 
4380 

cctagaatcc ttagagtctg 
4440 

ataacatttg ccaccaagta 
4500 

tccatctgga actttcagtg 
4560 

agcagcttga gatcagtgtc 
4620 

gtttttaaag tcattgtttc 
4680 

cactaatgga taatgggagg 
4740 

gaatctgcct ccctccatgg 
4800 

aaccagatgc ctagctcctg 
4860 

ggagaccact tccaaagcag 
4920 

agttggcggt tatcaccaga 
4980 

ctctaggccc agggctacta 
5040 

agtaaaactg ctctgcactg 
5100 

tgtgtcccct gtcctgcccc 
5160 

ttgttggtgt cagatacctt 
5220 

agcaggatac tggggtactt 
5280 

atttaactct tgctatttgt 
5340 

caaaggctcc aatggtcagt 
5400 

agccctctcc ccaacaggtc 
5460 

aagtgccacc gtgcggggcc 
5520 

ctccgcaata attcaccaga 
5580 

attttatgtg aaaaaaaatt 
5640 


gctcatgttt tcagccaggg 
tttccctgta ggtctcctgg 
gccgcggtca ttcattaatt 
ctacgttagg ttctgcggat 
ggtttccgtc ccttggggac 
gtgtctgcat cttcgtccag 
aattccttta gctgggaaca 
tagatgctgg atcttgggtt 
atagctgcct tcagccagca 
tagaagactg ttctgcaatt 
ttgctcatgg tggctcattt 
aaaagttgct gcttccttca 
caggggtgga ttcgggagct 
ctgagaccca ggtcctatgg 
gtgctgcatg gctcaccatc 
ctgtgagttt ctggcaagta 
aagacttcag gatagaattc 
tttaatccat ttccaagggg 
accggtttgc tggctttgta 
cccatcctga gctctctcac 
ttaagaaggg tgctcctttt 
aacttgggga tggtctcccc 
ggatgactct gcaaaagtga 
tctcttgttg gccagagggc 
tggctctgca cacccaggaa 
ccagaagcca ctggtgtaca 
aaaactctgt atactgtatc 


ataaaccatc ccttcttggg 
gtgttgagag acaagttgga 
cactcacgta atttactgag 
aaaggaggaa taagacagag 
cacaggcatc agcagtccca 
cgaccctttg cttttcggct 
gctgtcatgg tcacccctgg 
ccaggcagac atcatccagg 
tctttggggg actctataat 
tgctgccaaa tgcatctcag 
attacatagt cccctcaccc 
gcatcaaagc ctttccttgg 
gggagtaacc aggcaaagtc 
cagctcctca ttagattaaa 
atatgcccca aacaactgaa 
gcttggggaa gctgaataaa 
tccatcaaat atacagcata 
cttagaaaag ctaacaaggg 
ataacataag accattgtgg 
ctacctgctc tctctcctag 
aagatgccca gaaaagctgt 
tgccccaggg cacataagag 
ccccctgtgc cagaagctat 
ctgcttccca tgggcattgc 
aagtctgcag acccccagcc 
gagaacactt aaaaaaatgt 
agcagctttg tgtaaaaatg 
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gcaatcaaga gagtctaata tatttaaaac ttttttaaaa aaaatcttcg cggatctttg 
5700 

atatcgtact gaggtaactt ccacgtagcc ccttgccacg cggcaccggt gggccttggg 
5760 

tccaaaactg tggctcagcc acatcccaaa gggggcacat gtccctggag ttgcttccag 
5820 

ctgccaaggc ctgtgacaga attcgctgtt aagagttttt aattaaaatt attaaattcc 
5880 

ttttaataac aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 

5940 

aaaaa 

5945 

<210> 3170 
<211> 412 
<212> PRT 

<213 > Homo sapiens 


<400> 3170 


Tyr Gly 

Ala 

Asp 

Leu Leu 

Ala 

Val 

Asn 

Ser 

Asp 

Gly 

Asn 

Met 

Pro 

Tyr 

1 - 




5 - 




10 





15 


Asp 

Leu 

Cys 

Glu 

Asp Glu 

Pro 

Thr 

Leu 

Asp 

Val 

lie 

Glu 

Thr 

Cys 

Met 




20 




25 





30 



Ala 

Tyr 

Gin 

Gly 

lie Thr 

Gin 

Glu 

Lys 

lie 

Asn 

Glu 

Met 

Arg 

Val 

Ala 



35 




40 





45 




Pro 

Glu 

Gin 

Gin 

Met lie 

Ala 

Asp 

lie 

His 

Cys 

Met 

lie 

Ala 

Ala 

Gly 


50 




55 





60 





Gin Asp 

Leu 

Asp 

Trp lie 

Asp 

Ala 

Gin 

Gly 

Ala 

Thr 

Leu 

Leu 

His 

lie 

65 




70 





75 





80 

Ala Gly 

Ala 

Asn 

Gly Tyr 

Leu 

Arg 

Ala 

Ala 

Glu 

Leu 

Leu 

Leu 

Asp 

His 





85 




90 





95 


Gly Val 

Arg 

Val 

Asp Val 

Lys 

Asp 

Trp 

Asp 

Gly 

Trp 

Glu 

Pro 

Leu 

His 




100 




105 





110 



Ala 

Ala 

Ala 

Phe 

Trp Gly 

Gin 

Met 

Gin 

Met 

Ala 

Glu 

Leu 

Leu 

Val 

Ser 



115 




120 





125 




His 

Gly 

Ala 

Ser 

Leu Ser 

Ala 

Arg 

Thr 

Ser 

Met 

Asp 

Glu 

Met 

Pro 

lie 


130 




135 





140 





Asp 

Leu 

Cys 

Glu 

Glu Glu 

Glu 

Phe 

Lys 

Val 

Leu 

Leu 

Leu 

Glu 

Leu 

Lys 

145 




150 





155 





160 

His 

Lys 

His 

Asp 

Val lie 

Met 

Lys 

Ser 

Gin 

Leu 

Arg 

His 

Lys 

Ser 

Ser 





165 




170 





175 


Leu 

Ser 

Arg 

Arg 

Thr Ser 

Ser 

Ala 

Gly 

Ser 

Arg 

Gly 

Lys 

Val 

Val 

Arg 




180 




185 





190 



Arg 

Ala 

Ser 

Leu 

Ser Asp 

Arg 

Thr 

Asn 

Leu 

Tyr 

Arg 

Lys 

Glu 

Tyr 

Glu 



195 




200 





205 




Gly Glu 

Ala 

He 

Leu Trp 

Gin 

Arg 

Ser 

Ala 

Ala 

Glu 

Asp 

Gin 

Arg 

Thr 


210 




215 





220 





Ser 

Thr 

Tyr 

Asn 

Gly Asp 

lie 

Arg 

Glu 

Thr 

Arg 

Thr 

Asp 

Gin 

Glu 

Asn 

225 




230 





235 





240 

Lys 

Asp 

Pro 

Asn 

Pro Arg 

Leu 

Glu 

Lys 

Pro 

Val 

Leu 

Leu 

Ser 

Glu 

Phe 





245 




250 





255 


Pro 

Thr 

Lys 

lie 

Pro Arg 

Gly 

Glu 

Leu 

Asp 

Met 

Pro 

Val 

Glu 

Asn 

Gly 




260 




265 





270 



Leu 

Arg 

Ala 

Pro 

Val Ser 

Ala 

Tyr 

Gin 

Tyr 

Ala 

Leu 

Ala 

Asn 

Gly 

Asp 
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275 





280 




285 




Val 

Trp 

Lys 

Val 

His 

Glu 

Val 

Pro 

Asp Tyr 

Ser 

Met 

Ala 

Tyr 

Gly Asn 


290 





295 




300 





Pro Gly 

Val 

Ala 

Asp 

Ala 

Thr 

Pro 

Pro Trp 

Ser 

Ser 

Tyr 

Lys 

Glu 

Gin 

305 





310 




315 





320 

Ser 

Pro 

Gin 

Thr 

Leu 

Leu 

Glu 

Leu 

Lys Arg 

Gin Arg 

Ala 

Ala 

Ala 

Lys 





325 




330 





335 


Leu 

Leu 

Ser 

His 

Pro 

Phe 

Leu 

Ser 

Thr His 

Leu Gly 

Ser 

Ser 

Met 

Ala 




340 





345 




350 



Arg 

Thr 

Gly 

Glu 

Ser 

Ser 

Ser 

Glu 

Gly Lys 

Ala 

Xaa 

Leu 

lie 

Gly Gly 



355 





360 




365 




Arg Thr 

Ser 

Pro 

Tyr 

Ser 

Ser 

Asn 

Gly Thr 

Ser 

Val 

Tyr 

Tyr 

Thr 

Val 


370 





375 




380 





Thr 

Ser 

Gly 

Asp 

Pro 

Pro 

Leu 

Leu 

Lys Phe 

Lys 

Ala 

Pro 

lie 

Glu 

Glu 

385 





390 




395 





400 

Met 

Glu 

Glu 

Lys 

Val 

His 

Gly 

Cys 

Cys Arg 

He 

Ser 









405 




410 








<210> 3171 
<211> 753 
<212 > DNA 

<213 > Homo sapiens 
<4 00> 3171 

gaattctatt tattccttag tgttgactct agggccatgg aaggaaagga atgaggtacc 
60 

actcactgaa ttgggaggcg attacaattc tgttattctg atgctatttg ggaccttctt 
120 

tttcccttta cagggtcaac ggactgcgtg tgttactcca ccgtgggcac cagcgacgca 
180 

gaaacctcgg cgctgcatat cgttgttggg gactcgctgg ccatggatgt gtcctcagtc 
240 

caccacaaca gcacactcct tcgctactcc gtgtccctgc tgggctacgg cttctacggg 
300 

gacatcatca aggacagtga gaagaaacgg tggttgggtc ttgccagata cgacttttca 
360 

ggtttaaaga ccttcctctc ccaccactgc tatgaaggga cagtgtcctt cctccctgca 
420 

caacacacgg tgggatctcc aagggatagg aagccctgcc gggcaggatg ctttgtttgc 
480 

aggcaaagca agcagcagct ggaggaggag cagaagaaag cactgtatgg tttggaagct 
540 

gcggaggatg tggaggagtg gcaagtcgtc tgtgggaagt ttctggccat caatgccaca 
600 

aacatgtcct gtgcttgtcg ccggagcccc aggggcctct ccccggctgc ccacttggga 
660 

gacgggtctt ctgacctcat cctcatccgg aaatgctcca ggttcaattt tctgagattt 
720 

ctcatctggc acgaagtctg caagaagcca ctt 
753 

<210> 3172 
<211> 228 
<212> PRT 
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<213 > Homo sapiens 


<400> 3172 


lie 

Gly 

Arg 

Arg 

Leu 

Gin 

Phe 

Cys 

Tyr 

Ser 

Asp 

Ala 

lie 

Trp 

Asp 

Leu 

1 




5 





10 





15 


Leu 

Phe 

Pro 

Phe 

Thr Gly 

Ser 

Thr 

Asp 

Cys 

Val 

Cys 

Tyr 

Ser 

Thr 

Val 




20 





25 





30 



Gly 

Thr 

Ser 

Asp 

Ala 

Glu 

Thr 

Ser 

Ala 

Leu 

His 

He 

Val 

Val 

Gly 

Asp 



35 





40 





45 




Ser 

Leu 

Ala 

Met 

Asp Val 

Ser 

Ser 

Val 

His 

His 

Asn 

Ser 

Thr 

Leu 

Leu 


50 





55 





60 





Arg 

Tyr 

Ser 

Val 

Ser 

Leu 

Leu 

Gly 

Tyr Gly 

Phe 

Tyr Gly 

Asp 

lie 

lie 

65 





70 





75 





80 

Lys 

Asp 

Ser 

Glu 

Lys 

Lys Arg 

Trp 

Leu Gly 

Leu 

Ala 

Arg 

Tyr 

Asp 

Phe 





85 





90 





95 


Ser 

Gly 

Leu 

Lys 

Thr 

Phe 

Leu 

Ser 

His 

His 

Cys 

Tyr 

Glu 

Gly 

Thr 

Val 




100 





105 





110 



Ser 

Phe 

Leu 

Pro 

Ala 

Gin 

His 

Thr 

Val 

Gly 

Ser 

Pro Arg 

Asp 

Arg 

Lys 



115 





120 





125 




Pro 

Cys 

Arg 

Ala 

Gly Cys 

Phe 

Val 

Cys 

Arg 

Gin 

Ser 

Lys 

Gin 

Gin 

Leu 


130 





135 





140 





Glu 

Glu 

Glu 

Gin 

Lys 

Lys 

Ala 

Leu 

Tyr Gly Leu 

Glu 

Ala 

Ala 

Glu 

Asp 

145 





150 





155 





160 

Val 

Glu 

Glu 

Trp 

Gin 

Val 

Val 

Cys 

Gly Lys 

Phe 

Leu 

Ala 

lie 

Asn 

Ala 





165 





170 





175 


Thr 

Asn 

Met 

Ser 

Cys 

Ala Cys 

Arg 

Arg 

Ser 

Pro 

Arg Gly 

Leu 

Ser 

Pro 




180 





185 





190 



Ala 

Ala 

His 

Leu 

Gly Asp Gly 

Ser 

Ser 

Asp 

Leu 

lie 

Leu 

lie 

Arg 

Lys 



195 





200 





205 




Cys 

Ser 

Arg 

Phe 

Asn 

Phe 

Leu 

Arg 

Phe 

Leu 

He 

Trp 

His 

Glu 

Val 

Cys 


210 215 220 

Lys Lys Pro Leu 
225 


<210> 3173 

<211> 573 

<212> DNA 

<213> Homo sapiens 

<400> 3173 

nntgtacaga acaaggattc aactgctgcc cgaagagcat ggactcgatc ttaacttcaa 
60 

ctgctcaggg gccccaaaaa atgactgaaa aatgactaaa aagcataata aagttgatgt 
120 

tatagtgaag gtttgaaggt tgaagtgact cattgtggaa caatgagacg gaaataccgt 
180 

gtttgtaatg taacaaggag gcctgccagt catcaaacct ttcctttaca gttagaaaac 
240 

ggccaaactg tggagagaac agtagcgcag tatttcagag aaaagtatac tcttcagctg 
300 

aagtacccgc accttccctg tctgcaagtc gggcaggaac agaaacacac ctacctgcca 
360 

ctagaagtct gtaatattgt ggcagggcaa cgatgtatca agaagctaac agacaatcag 
420 
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acttccacta tgatcaaggc aacagcaaga tctgcaccag atagacaaga ggaaattagc 
480 

agattggtaa gaagtgcaaa ttatgaaaca gatccatttg ttcaggagtt tcaatttaaa 
540 

gttcgggatg aaatggctca tgtaactgga cgc 
573 

<210> 3174 

<211> 152 

<212> PRT 

<213 > Homo sapiens 

<400> 3174 


Cys 

Tyr 

Ser 

Glu 

Gly 

Leu 

Lys 

Val 

Glu 

Val 

Thr 

His 

Cys 

Gly 

Thr 

Met 

1 




5 





10 





15 


Arg 

Arg 

Lys 

Tyr 

Arg 

Val 

Cys 

Asn 

Val 

Thr Arg Arg 

Pro 

Ala 

Ser 

His 




20 





25 





30 



Gin 

Thr 

Phe 

Pro 

Leu 

Gin 

Leu 

Glu 

Asn 

Gly Gin 

Thr 

Val 

Glu 

Arg 

Thr 



35 





40 





45 




Val 

Ala 

Gin 

Tyr 

Phe 

Arg 

Glu 

Lys 

Tyr 

Thr 

Leu 

Gin 

Leu 

Lys 

Tyr 

Pro 


50 





55 





60 





His 

Leu 

Pro 

Cys 

Leu 

Gin 

Val 

Gly 

Gin 

Glu 

Gin Lys 

His 

Thr 

Tyr 

Leu 

65 





70 





75 





80 

Pro 

Leu 

Glu 

Val 

Cys 

Asn 

lie 

Val 

Ala 

Gly Gin Arg 

Cys 

lie 

Lys 

Lys 





85 





90 





95 


Leu 

Thr 

Asp 

Asn 

Gin 

Thr 

Ser 

Thr 

Met 

He 

Lys 

Ala 

Thr 

Ala 

Arg 

Ser 




100 





105 





110 



Ala 

Pro 

Asp Arg 

Gin 

Glu 

Glu 

lie 

Ser 

Arg 

Leu 

Val 

Arg 

Ser 

Ala 

Asn 



115 





120 





125 




Tyr 

Glu 

Thr Asp 

Pro 

Phe 

Val 

Gin 

Glu 

Phe 

Gin 

Phe 

Lys 

Val 

Arg 

Asp 


130 





135 





140 





Glu 

Met 

Ala 

His 

Val 

Thr 

Gly 

Arg 









145 





150 












<210> 3175 

<211> 948 

<212 > DNA 

<213> Homo sapiens 

<400> 3175 

nncccccctc tcttcctcac gcgcagaact acaacttcag ggttttccca acggcctctt 
60 

tttgcacgtt aggagaaact acatttccca taatcctttg ttccagggct ggagcggctc 
120 

tgggctccgg aatcgcccgc agccggtact gcgggaccca ctgcggatat ggctgtcttg 
180 

gctggatccc tgttgggccc cacgagtagg tcggcagcgt tgctgggtgg caggtggctc 
240 

cagccccggg cctggctggg gttcccagac gcctggggcc tccccacccc gcagcaggcc 
300 

cggggcaagg ctcgcgggaa tgagtatcag ccgagcaaca tcaaacgcaa gaacaagcac 
360 

ggctgggtcc ggcgcctgag cacgccggcc ggcgtgcagg tcatccttcg ccgaatgctc 
420 
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aagggccgca 

480 

agcatcgccc 

540 

aacgcctcgg 

600 

aagtcccttt 

660 

acagtacaaa 

720 

ctgccccatc 

780 

tatttcagaa 

840 

acatccaaaa 

900 

gttccacttg 

948 

<210> 3176 
<211> 92 
<212 > PRT 
<213 > Homo 

<4 00> 3176 
Met Ala Val 
1 

Ala Leu Leu 

Pro Asp Ala 
35 

Arg Gly Asn 
50 

Gly Trp Val 
65 

Arg Arg Met 


<210 > 3177 
<211> 1857 
<212 > DNA 
<213> Homo 

<4 00> 3177 
nggatccagg 
60 

tccccgtctt 

120 

acagtgaaca 

180 

aacggggccc 

240 

ctggtgggca 

300 


agtcgctgag ccattgagga tcgcgacgca gtcggcggga ccctcatgga 
tcgcctcgga ccttgcctgg cgctattttt gcagggagct ggggagcagg 
acctgagtgc tctccatatt gtggggttga agtctggatg ggagcttgcc 
ttaggctttt taattaggaa gcatttcgaa cctgcgcaac agaccaaaga 
gaacatccgt gtacccagta ccctgactac cgactaccta caacccgtcc 
ctgagttctt ttgaagctga tctcaggcat cggattattt cttctgtaaa 
tgtatctctc caagatgaga gctcattaaa agataattac aaagcttatc 
gaattatcaa taattttgaa atattattaa acgtgtaata aatgttcaaa 
caaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaa 


sapiens 


Leu 

Ala 

Gly Ser 

Leu 

Leu 

Gly Pro Thr 

Ser Arg 

Ser 

Ala 


5 





10 



15 


Gly 

Gly 

Arg 

Trp 

Leu 

Gin 

Pro Arg Ala 

Trp 

Leu 

Gly Phe 

20 





25 



30 



Trp 

Gly 

Leu 

Pro 

Thr 

Pro 

Gin Gin Ala Arg Gly Lys 

Ala 





40 



45 




Glu 

Tyr 

Gin 

Pro 

Ser 

Asn 

lie Lys Arg 

Lys 

Asn 

Lys 

His 




55 



60 





Arg 

Arg 

Leu 

Ser 

Thr 

Pro 

Ala Gly Val 

Gin 

Val 

He 

Leu 



70 




75 




80 

Leu 

Lys 

Gly Arg 

Lys 

Ser 

Leu Ser His 






85 





90 






sapiens 

acatcgaggg agccagcgcc aaggaccttt gcagcgcgtc ttcggttgtg 
ttgtaccaac aggggagaag ccatgtgagc aagtccagtt ccagcccaac 
ctttggcctg cccgctcctc tccaacctgg cgacccgact ctggctacgc 
ccgtcaatgc ctcggcctcc tgccacgtgc tacccactgg ggacctgctg 
cccaacagct gggggagttc cagtgctggt cactagagga gggcttccag 
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cagctggtag ccagctactg cccagaggtg 
360 

gagggtggca gtgtacccgt cattatcagc 
420 

aaggccagct ggggtgcaga caggtcctac 
480 

tttgtgctgg ccgtgctgct cccagtttta 
540 

aaagtcttcc tgaagcaggg ggaatgtgcc 
600 

ctgccccctg agacccgccc actcaacggc 
660 

cgagggtacc agtccctgtc agacagcccc 
720 

aagaggccac tcagcatcca agacagcttc 
780 

cgggtccgcc ttggctcgga gatccgtgac 
840 

cgctgccctg gcttcagggg ctgtgaatgc 
900 

ctctgctctt cgtggaacac gaccgtggtg 
960 

gcctgctgct ctccagtcaa gtagcgaagc 
1020 

gccccagagg tcctggccaa atatgggggc 
1080 

tgtaaactga gccctttgtt tagaaaacaa 
1140 

gagatagcat ggcatgcagc acacacggct 
1200 

gggatgcatc caaagtggtt gtctgagaca 
1260 

caccttccac attatcccgc tgccaccggc 
1320 

cttgggctgc gtgcgttctg ccttgccagt 
1380 

tcccaccacc tcagggacca gagggctagg 
1440 

ctcggaccca actcctggac ctttccagcc 
1500 

gcgcgagctc aggagagatt tcgtgacaat 
1560 

gactgtcgcc tgccttcctc cgttgttgcg 
1620 

ccaccctcgc tccatctttg aactcaaaca 
1680 

ccagtcccca gttcaccctc catccctcac 
1740 

cccagcacag gggccctgaa tttatgtggt 
1800 

atgtcatttt ttaataaagt ctgaagaatt 
1857 

< 210 > 3178 


gtggaggacg gggtggcaga ccaaacagat 
acatcgcgtg tgagtgcacc agctggtggc 
tggaaggagt tcctggtgat gtgcacgctc 
ttcttgctct accggcaccg gaacagcatg 
agcgtgcacc ccaagacctg ccctgtggtg 
ctagggcccc ctagcacccc gctcgatcac 
ccgggggccc gagtcttcac tgagtcagag 
gtggaggtat ccccagtgtg cccccggccc 
tctgtggtgt gagagctgac ttccagagga 
tcggagaggg tcaactggac ctcccctccg 
cccggccctt gggagccttg gagccagctg 
tcctaccacc cagacaccca aacagccgtg 
ctgcctaggt tggtggaaca gtgctcctta 
ttccaaatgt gaaactagaa tgagagggaa 
gctccagttc atggcctccc aggggtgctg 
gagttggaaa ccctcaccaa ctggcctctt 
tgccctgtct cactgcagat tcaggaccag 
cagccgagga tgtagttgtt gctgccgtcg 
ttggcactgc ggccctcacc aggtcctggg 
tgtatcaggc tgtggccaca cgagaggaca 
gtacgccttt ccctcagaat tcagggaaga 
tgagaacccg tgtgcccctt cccaccatat 
cgaggaacta actgcaccct ggtcctctcc 
cttcctccac tctaagggat atcaacactg 
ttttatacat tttttaataa gatgcacttt 
actgtttaaa aaaaaaaaaa aagtttt 
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<211 > 273 
<212> PRT 

<213 > Homo sapiens 


<4 00 > 3178 


Xaa 

lie 

Gin 

Asp 

lie 

Glu 

Gly 

Ala 

Ser 

Ala 

Lys Asp 

Leu 

Cys 

Ser 

Ala 

l 




5 





10 





15 


Ser 

Ser 

Val 

Val 

Ser 

Pro 

Ser 

Phe 

Val 

Pro 

Thr Gly 

Glu 

Lys 

Pro 

Cys 




20 





25 





30 



Glu 

Gin 

Val 

Gin 

Phe 

Gin 

Pro 

Asn 

Thr 

Val 

Asn 

Thr 

Leu 

Ala 

Cys 

Pro 



35 





40 





45 




Leu 

Leu 

Ser 

Asn 

Leu 

Ala 

Thr 

Arg 

Leu Trp 

Leu Arg 

Asn 

Gly Ala 

Pro 


50 





55 





60 





Val 

Asn 

Ala 

Ser 

Ala 

Ser 

Cys 

His 

Val 

Leu 

Pro 

Thr 

Gly 

Asp 

Leu 

Leu 

65 





70 





75 





80 

Leu 

Val 

Gly 

Thr 

Gin 

Gin 

Leu 

Gly Glu 

Phe 

Gin Cys 

Trp 

Ser 

Leu 

Glu 





85 





90 





95 


Glu Glv 

Phe 

Gin 

Gin 

Leu 

Val 

Ala 

Ser 

Tyr 

Cys 

Pro 

Glu 

Val 

Val 

Glu 




100 





105 





110 



Asp Gly 

Val 

Ala 

Asp 

Gin 

Thr 

Asp 

Glu Gly 

Gly Ser 

Val 

Pro 

Val 

lie 



115 





120 





125 




He 

Ser 

Thr 

Ser 

Arg 

Val 

Ser 

Ala 

Pro 

Ala 

Gly Gly 

Lys 

Ala 

Ser 

Trp 


130 





135 





140 





Gly Ala 

Asp 

Arg 

Ser 

Tyr 

Trp 

Lys 

Glu 

Phe 

Leu 

Val 

Met 

Cys 

Thr 

Leu 

145 





150 





155 





160 

Phe 

Val 

Leu 

Ala 

Val 

Leu 

Leu 

Pro 

Val 

Leu 

Phe 

Leu 

Leu 

Tyr 

Arg 

His 





165 





170 





175 


Arg 

Asn 

Ser 

Met 

Lys 

Val 

Phe 

Leu 

Lys 

Gin 

Gly Glu 

Cys 

Ala 

Ser 

Val 




180 





185 





190 



His 

Pro 

Lys 

Thr 

Cys 

Pro 

Val 

Val 

Leu 

Pro 

Pro 

Glu 

Thr 

Arg 

Pro 

Leu 



195 





200 





205 




Asn Gly 

Leu 

Gly 

Pro 

Pro 

Ser 

Thr 

Pro 

Leu 

Asp 

His 

Arg 

Gly 

Tyr 

Gin 


210 





215 





220 





Ser 

Leu 

Ser 

Asp 

Ser 

Pro 

Pro 

Gly Ala 

Arg 

Val 

Phe 

Thr 

Glu 

Ser 

Glu 

225 





230 





235 





240 

Lys 

Arg 

Pro 

Leu 

Ser 

lie 

Gin 

Asp 

Ser 

Phe 

Val 

Glu 

Val 

Ser 

Pro 

Val 




245 





250 





255 


Cys 

Pro 

Arg 

Pro Arg 

Val 

Arg 

Leu 

Gly Ser 

Glu 

lie 

Arg 

Asp 

Ser 

Val 


260 265 270 


Val 


<210> 3179 
<211> 3447 
<212> DNA 

<213 > Homo sapiens 
<400> 3179 

tttttttttt tttttttttt tttttttttt tttttttttt tttttttttg tctgttaaac 
60 

tgtttaatga atgcataaaa aggcagaaaa atatataaag ccaaaagctc ataataaaat 
120 

taaatcatga tacaaccacc acaggcaatt accatcaaat acattcccat gatttacaaa 
180 
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tgtatcgctt atacagagga 
. 240 

ttaactatcg tctattcata 
300 

cagtgagcag ctggtgactg 
360 

agacttcgag aggaatgcct 
420 

aatgcaccct ccacatttgg 
480 

tggaggtact gagtggctgg 
540 

tggttctgtg tgcacactgg 
600 

ttccgtgctg tctactgtat 
660 

cagaacacag ctacagaatt 
720 

actaaaatat gtttaatgaa 
780 

ctgatgaatt tacaggactg 
840 

atacagtcgc aattagaggc 
900 

agagcaggtt ataaatgaag 
960 

agaagctagc tttcgaaaac 
1020 

atgtcctggc tgctttctgc 
1080 

aggtgtcttg tgaaacctta 
1140 

atgtttccag gctctgcctc 
1200 

gtgatgctgg agaggtcact 
1260 

cctaagtgct cacccattcc 
1320 

ccttaaaggc aacaacagtc 
1380 

atgcactttt catttacggc 
1440 

ttttcttgaa tgtcagctcc 
1500 

tcgggggcgg ccgctccaac 
1560 

aagagcacag gagggtggga 
1620 

ccactcagag tctggcagga 
1680 

actgtgtgtg gggcaggccg 
1740 

gtttgcacac ctcttcggcc 
1800 


agttgcaaaa tcactgccag 
caacagcaac aactgcagct 
agccagggta gcctccgatc 
ataagaaatc tcaaaaggta 
attttctcta gaagaatctg 
atcagttacc atgcaagctc 
gctctgggga gggaggacac 
ccttcatgtg tctccaaatg 
aggatctcat ggtaacaatg 
attaaaatgc aatggaaaaa 
attatatccc acggcactga 
atagaagtca tactgaatgc 
gttttcacat aaaacagaaa 
ctccctaaaa gtacacggca 
tttgggaact atccaagtgg 
cttcctccac ataaaaagga 
gtgacactca agtggcctca 
tagagagaag ctgccgggcc 
tcatgtgacc ctgacattcc 
ctttctttcc tctcacaaca 
tctcaaaaga atatgccttc 
cagcaacaca agcatgggtg 
atgtggtacc. agcggccatg 
ggaggacaaa cagccccttt 
atctgccagg aaaacctcgt 
ccgtggtcct gagagacagg 
tatcccaagg accttcctag 


tacagacaca tccagtctaa 
cctgagacca cagaaggaca 
aataactgat cagagtaatg 
tttgtttggg tgcagaaaca 
tggccaaatc tcttatccaa 
acgatgaatg agattgaatt 
ccctgtgtgt tgctgctgcc 
gtacacgccc catgggatta 
aggaattagg ttactgtaga 
aaatcaggca acagaacatt 
atgacaaaca gttcttctcc 
tgaatagaag aacactgaga 
aatagacaaa atcatcggta 
cggagaagtg gggtactggg 
cacatcacca tgtccagctt 
aggaacggtt tccaaagcta 
gatatgagca ctggcacaga 
aagcacacga caatcttggc 
9£f99 aact 9?7 gaaacctgtt 
aaggagcatg ttctccgtga 
tcaaggaatt tttaatgcac 
ttgttagggc attcccgggc 
tgccctcaag gggagggagg 
tatagggtca tgggggggct 
tctagatagg gagaagcaga 
gcccgggcct tccactgctc 
catataaaaa caggggctct 
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cctgatttgt aaacagaaca 
1860 

cagcccaccc aatgaatacc 
1920 

gagagagtta agctttcatc 
1980 

agcaatcaca tccccactgc 
2040 

cacgtgcaaa tgttattatt 
2100 

ttaaaaaatc ttctatattc 
2160 

aaagcaatca tgtgaaaatt 
2220 

tgggtccttg ataattggcc 
2280 

aatgttttct ttgaaaatat 
2340 

ttaccataaa ggaagaaaaa 
2400 

tgattgatat caatgctttc 
2460 

gcttatttta taatacatat 
2520 

tttttttttc tgtaccttga 
2580 

gtatgcgtga gggatgctta 
2640 

tgtctggtgt ggtttgatag 
2700 

aaatcggtta gaacaccaac 
2760 

tgtctacaaa tgcactgaaa 
2820 

acaaaatgtc atttacaaat 
2880 

cagatggtag agatgttaac 
2940 

aggtaaaact gacatttgtg 
3000 

tggagactaa agcaaattct 
3060 

ttgcatgtta tcagaatgag 
3120 

ccacaaggcc ttctggaatt 
3180 

cttacaggtt gtgtgagaac 
3240 

tctccaaaat tacacaacca 
3300 

tctgaatggc actcagggac 
3360 

caatcaactg cagaaaccac 
3420 


acaaataaaa ataaaaacaa 
ccagattttt agggccattg 
tcccatgttt acaacacttt 
gtgcgctccc ccgggatgcc 
attatttttt gcctttggca 
aacactccat agtgaaaaga 
atttttattt ttaaaatttt 
agccctgttt tgcaaagaga 
tgaagagtat aagagattta 
catctatgtg tgtcaatatt 
accattttat ttcaacttaa 
tatccagtga tttcatcttt 
agtaagcaga atagttcaag 
cataatagca acgctttatt 
ctgggcttga aaaagtgctt 
atttcagggt gagggaggac 
gaactagcca gaatatgaat 

f 

aagtcacggc aagtgtcaca 
agttgcctga aacttcgatg 
tttctcttca acaatttcat 
agaaactcct taactccaag 
gcgctctgtt ccacacttta 
ccagaatcag ccctgcacac 
acccaataaa ctagggactt 
ccaaacactc taaacatcac 
cagcgctttg atgaaccagc 
tcctagactc tggaccccat 


aaccaaaaat tcctccatgg 
cgggtctgta gctgggtgta 
gtgataaaat agttgagtgg 
tcacagctgc tctgtgatca 
tcaaagggca agcctgttca 
atggatactt caaaattcct 
tgaaagtgtt ttgattttta 
tggactattt ctgagactag 
agacaataaa ggctgtaatc 
gttttgagat aaagtcacaa 
accagtgtca ctcacatgaa 
tctgcacagt ttaagtacat 
ctttcaaaac tggtgatgct 
gggcaacccg aatccataca 
ccagttgaaa ttagcattag 
tgctacaaag gaaaagaaca 
tccattagta tctaagacac 
acctgaaatc tcaactcaga 
tgctttcacg cccacaggaa 
gatcaataaa gaattgcagt 
ttgccctatg gtttttatga 
ttcaaaagcc ttttacgctc 
aggcagaaaa acagcttcat 
ttttgggaaa aacttctttc 
gtaaaatact gcatctgcaa 
agccacaggt tctccactga 
agcagagttt tttttttttg 
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gttatacttt tttttccact tttgctt 
3447 

<210> 3180 
<211> 127 
<212 > PRT 

<213 > Homo sapiens 
<400 > 3180 


Met Ser 

Phe 

Thr 

Asn 

Lys 

Ser 

Arg 

Gin 

Val 

Ser 

Gin 

Pro 

Glu 

lie 

Ser 

1 



5 





10 





15 


Thr Gin 

Thr Asp 

Gly Arg 

Asp 

Val 

Asn 

Ser 

Cys 

Leu 

Lys 

Leu 

Arg Cys 



20 





25 





30 



Ala Phe 

Thr 

Pro 

Thr Gly 

Lys 

Val 

Lys 

Leu 

Thr 

Phe 

Val 

Phe 

Leu 

Phe 


35 





40 





45 




Asn Asn 

Phe 

Met 

He 

Asn 

Lys 

Glu 

Leu 

Gin 

Leu 

Glu 

Thr 

Lys 

Ala 

Asn 

50 





55 





60 





Ser Arg 

Asn 

Ser 

Leu 

Thr 

Pro 

Ser Cys 

Pro 

Met 

Val 

Phe 

Met 

lie 

Ala 

65 




70 





75 





80 

Cys Tyr 

Gin 

Asn 

Glu 

Ala 

Leu 

Cys 

Ser 

Thr 

Leu Tyr 

Ser 

Lys 

Ala 

Phe 



85 





90 





95 


Tyr Ala 

Pro 

Thr 

Arg 

Pro 

Ser 

Gly 

lie 

Pro 

Glu 

Ser 

Ala 

Leu 

His 

Thr 



100 





105 





110 



Gly Arg 

Lys 

Thr 

Ala 

Ser 

Ser 

Tyr Arg 

Leu 

Cys 

Glu 

Asn 

Thr 

Gin 



115 120 125 


<21Q> 3181 
<211> 287 
<212 > DNA 

<213 > Homo sapiens 
<4 00> 3181 

natggcttcc tccccggcgg tggacgtgtc ctgcaggcgg cggggagaac ggcggcagct 
60 

ggacgcgcgc cgcaacaagt gccgcattcg cctgggcggg cacatgaagc aggggggcct 
120 

cctcaaggac ggctgggctt ctccctgcac tcgcagctcg ccaagttcct gttggaccgg 
180 

tacacttctt caggctgtgt cctctgtgca ggtcctgagc ttttgcctcc aaaaggtctg 
240 

cagtatctgg tgctcttgtc tcatgcccca caccggagat gcaccct 
287 

<210> 3182 
<211> 95 
<212> PRT 

<213> Homo sapiens 
<400> 3182 

Met Ala Ser Ser Pro Ala Val Asp Val Ser Cys Arg Arg Arg Gly Glu 
15 10 15 

Arg Arg Gin Leu Asp Ala Arg Arg Asn Lys Cys Arg lie Arg Leu Gly 
20 25 30 

Gly His Met Lys Gin Gly Gly Leu Leu Lys Asp Gly Trp Ala Ser Pro 
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35 40 45 

Cys Thr Arg Ser Ser Pro Ser Ser Cys Trp Thr Gly Thr Leu Leu Gin 
50 55 60 

Ala Val Ser Ser Val Gin Val Leu Ser Phe Cys Leu Gin Lys Val Cys 
65 70 75 80 

Ser lie Trp Cys Ser Cys Leu Met Pro His Thr Gly Asp Ala Pro 


85 

<210> 3183 
<211> 1457 
<212> DNA 

<213> Homo sapiens 
<400> 3183 

ncgtacgtgt catgcattgt catgacaccc 
60 

acacatatcc cacgtaatgc agggtactcc 
120 

aaagttctcc ctgagagctg caggctgtcc 
180 

gagctggccc aggtgctgcc gcagatgggc 
240 

cagatcacag ctttgggggc ctggctcctg 
300 

caagtcatcc gcctctggaa taaccccatt 
360 

caggagccca ggctggactt tgccttcttt 
420 

tgatggcccc ctcaagacct ttggaatcca 
480 

tcgcccactg ggataaatga ctcaggaaag 
540 

cccaggagga aggatacgtg tgtcctgctg 
600 

agga9 ct 999 tctggacaaa ggagtaccct 
660 

ggacatgcga cacacaatga gggtgtcatg 
720 

cagtgtgacc ccttgacatg tggcgttaca 
780 

atgggtgctg gcatcccaag tggcaggata 
840 

caaatgtcca tgtcacagga ctcatggctg 
900 

aatttattaa tttttaaagc aaatacatat 
960 

caggaaaagt cttccgcccg agctgggagg 
1020 

ggctcaaggg ccagggctct ggaacaagcc 
1080 

tcaatcctca gcctacccat ctataaactt 
1140 

tccaaggaca ggtggaggta gggccagcct 
1200 


90 95 


tcattgtgtg tcgcatgtcc ccaattgatc 
tttgtccaga cccagctcct ggttcccaaa 
tggaatctcc tcggggatga ggcagctgcc 
cggctgaaga gagtggacct ggagaagaat 
gctgaaggac tggcccaggg gtctagcatc 
ccctgcgaca tggcccagca cctgaagagc 
gacaaccagc cccaggcccc ttggggtact 
gccaagtgat gcacccaaat gatccacctt 
aagagcctcg gcagggcgct ctgcactcca 
cagtcctcag ggagaacttt tttgggaacc 
gcattacgtg ggatatgtgt gatcaattgg 
acaatgcatg acacgtacgg ttatatgtgg 
tgaaagtcag tgtggcacgt gttctgtggc 
catgattgtt ggtctatata tgacacatga 
gccagatgac ctcaggctgg cccaagatct 
ttatagattg tgtgtatgga gcagctaagt 
ggagagtgtc catgcactga ccagtccagg 
agggactcag ccattaagtc ccctcctgcc 
gatgactcct cccttactta catactagct 
ggcgggagtg gagaagccca gtctgtccta 
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tgtaagggac aaagccaggt ctaatggtac tgggtagggg gcactgccaa gacaataagc 
1260 

taggctactg ggtccagcta ctactttggt gggattcagg tgagtctcca tgcacttcac 
1320 

atgttaccca gtgttcttgt cacttccaag gagaaccaag aatggctctg tcacactcga 
1380 

agccaggttt gatcaataaa cacaatggta ttccaaaaaa aaaaaaaaaa aaaaaaaaaa 
1440 

aaaaaaaaaa aaaaaaa 
1457 

<210> 3184 
<211> 140 
<212> PRT 

<213> Homo sapiens 
<4 00> 3184 


Xaa 

Tyr 

Val 

Ser 

Cys 

lie 

Val 

Met 

Thr 

Pro 

Ser 

Leu 

Cys 

Val 

Ala 

Cys 

l 



5 





10 





15 


Pro 

Gin 

Leu 

lie 

Thr 

His 

He 

Pro 

Arg 

Asn 

Ala Gly 

Tyr 

Ser 

Phe 

Val 




20 





25 





30 



Gin 

Thr 

Gin 

Leu 

Leu 

Val 

Pro 

Lys 

Lys 

Val 

Leu 

Pro 

Glu 

Ser 

Cys 

Arg 



35 





40 





45 




Leu 

Ser 

Trp 

Asn 

Leu 

Leu 

Gly 

Asp 

Glu 

Ala 

Ala 

Ala 

Glu 

Leu 

Ala 

Gin 


50 





55 





60 





Val 

Leu 

Pro 

Gin 

Met 

Gly 

Arg 

Leu 

Lys 

Arg 

Val 

Asp 

Leu 

Glu 

Lys 

Asn 

65 





70 





75 





80 

Gin 

lie 

Thr 

Ala 

Leu 

Gly 

Ala 

Trp 

Leu 

Leu 

Ala 

Glu 

Gly 

Leu 

Ala 

Gin 





85 





90 





95 


Gly Ser 

Ser 

lie 

Gin 

Val 

lie 

Arg 

Leu 

Trp 

Asn 

Asn 

Pro 

lie 

Pro 

Cys 




100 





105 





110 



Asp 

Met 

Ala 

Gin 

His 

Leu 

Lys 

Ser 

Gin 

Glu 

Pro 

Arg 

Leu 

Asp 

Phe 

Ala 


115 





120 





125 




Phe 

Phe 

Asp 

Asn 

Gin 

Pro 

Gin 

Ala 

Pro 

Trp 

Gly Thr 






130 





135 





140 






<210> 3185 
<211> 1433 
<212> DNA 

<213> Homo sapiens 
<4 00> 3185 

gccgcgtcga cttttttttt ttttttttct aattgcatca ctttatttca ccgacctcca 
60 

ctctggctcc caccccacaa gcctcagagc aggaaacaag cttggctgag atgcctcagg 
120 

octggtaacc tgaggaggtg tagagcaccc agaaggaagg gtaaaagcag ggggcaaagc 
180 

ggtggccctc cctttctggg ggtcacttct gggctggggc cagctgaaac ctgtgtccaa 
240 

gtagctttca gggctggcca caccctaagc cttgcaaaag ggcctcctgc aagggctggc 
300 

ccatggggtc cccaccttcc cagccagtga ggttagcatg gttaggagtc cacatgtgtg 
360 
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caagtgcttg tgtggaggct catgtatgca tgtgtgtata tgcaaagctg cacatgacaa 
420 

tgtgcatgcc agtccagagt tagatgtacc tatgcagttg ccctcaagcg aagggtcata 
480 

tttggaaaca aggatggctc taaacatgta agcgtgcatg tgggcatgta tgtatctggg 
540 

gcctaaggag gtggggaagt gggtgttggg gtaagggctg gccttcaggg catttgcaga 
600 

aggaggagtg ggtgggaggg aaaggctggg cagagcaggg gaaggagtga aagccaggca 
660 

ggaaagtgga agaacaggag aagctcatgt aatggattac cctccacagg attatgttcc 
720 

ttgattcctg agagtttttt ctcttgattt taccccctca gtctatcact gcaagagaaa 
780 

gaggtagaaa agacaaacag accacaaaag acaagaaccc agacatatag acagacgcac 
840 

ctgttgcatg tgcatgagcc agagcctggg agagaagaga gagcgtgcaa gagagagctc 
900 

agagcaggca ggcagcccac cccctgcagc agtgctgggc ttcactggag cccctgcagg 
960 

aagtccagca gccctgtatg ccactcctct ggtttgtcca ggtaacaggg gtgccccgcc 
1020 

cccttcatga tcagcacccg gtggttgggc agctgcttca ggtgctcaaa gctggtctga 
1080 

cccatggggt cctggtctcc atatacaatc agagctggag tctgagagga aggatagggg 
1140 

ggtggggcag agtcaacagg acctgccata gcatccccag ccctccccac ttcagtctct 
1200 

tcctgggacc accccatatg agggagagag acaagctggc ccagtgggtg ggggcacaga 
1260 

ttggtgtctg ccccagaaca cagtttagca cagggcttgg cacagtagtc tgctgagtaa 
1320 

accaaaaggg tggagttggg tggtcagctc ctcccagaag acaccccttg attatccagc 
1300 

ccccagatga ggaaagccca ggatgcaccc ttccttgctc ctggcagggc acc 
1433 

<210> 3186 
< 211 > 112 
<212> PRT 

<213> Homo sapiens 


<400> 3186 


Met Pro 

Leu 

Leu 

Trp 

Phe 

Val 

Gin 

Val 

Thr 

Gly Val 

Pro 

Arg 

Pro 

Leu 

1 



5 





10 





15 


His Asp 

Gin 

His 

Pro 

Val 

Val 

Gly 

Gin 

Leu 

Leu 

Gin 

val 

Leu 

Lys 

Ala 



20 





25 





30 



Gly Leu 

Thr 

His 

Gly 

Val 

Leu 

Val 

Ser 

lie 

Tyr 

Asn 

Gin 

Ser 

Trp 

Ser 


35 





40 





45 




Leu Arg 

Gly 

Arg 

lie 

Gly 

Gly 

Trp 

Gly 

Arg 

Val 

Asn 

Arg 

Thr 

Cys 

His 

50 





55 





60 





Ser He 

Pro 

Ser 

Pro 

Pro 

His 

Phe 

Ser 

Leu 

Phe 

Leu 

Gly 

Pro 

Pro 

His 

65 




70 





75 





80 

Met Arg 

Glu 

Arg 

Asp 

Lys 

Leu 

Ala 

Gin 

Trp 

val 

Gly 

Ala 

Gin 

He Gly 
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85 90 95 

Val Cys Pro Arg Thr Gin Phe Ser Thr Gly Leu Gly Thr Val Val Cys 
100 105 110 

<210> 3187 
<211> 860 
<212> DNA 

<213> Homo sapiens 
<4 00> 3187 

gggcccggag cagcctccct ttggtccgct tctcgaaggt tcaattcaca gagcacttca 
60 

tatctaccag gagacggagt ttcgctatgt ttcccagact ggttttgaac tcctggccta 
120 

aagtggtcct cccgcctcgg cctcctgagt agctgggatt acagatatgt tcctaaaaca 
180 

tccctgagtt caccaccttg gccagaagtt gttctgccag acccagttga ggagaccaga 
240 

caccatgcag aggtcgtgaa gaaggtgaat gagatgatcg tcacggggca gtatggcagg 
300 

ctctttgccg tggtgcactt tgccagccgc cagtggaagg tgacctctga agacctgatc 
360 

ttaattggaa atgaactaga ccttgcgtgt ggagagagaa ttcgactgga gaaggtcctg 
420 

ctggttgggg cagacaactt cacgctgctt ggcaagccac tcctcgggta atggctgtga 
480 

agtgctgggc tttgtctggg gctccagggc tggacatgca gacagtggtc acagtgcaat 
540 

taggccagaa aggatcttgt tcgagtagaa gccacagtca ttgaaaagac agaatcatgg 
600 

ccaagaatca ttatgagatt caggaaaagg aaaaacttca agaagaaaag aagtaagtta 
660 

gagaaagtac cgctgggccc tgttgcacgg tgctggttgc ccaggcgcat gcggacggag 
720 

ggtgtggggc acgtgggtct cgggacagga agcccaggca ggtctcaacc tggctgccac 
780 

tgcccacttg ccaccctcat cctagaggga gcacccagag ggtccagcct cgctcccctt 
840 • 

ctcctccacg ctccacgcgt 
860 

<210> 3188 
< 211 > 120 
<212> PRT 

<213 > Homo sapiens 
<400> 3188 

Thr Pro Gly Leu Lys Trp Ser Ser Arg Leu Gly Leu Leu Ser Ser Trp 
1 5 10 15 

Asp Tyr Arg Tyr Val Pro Lys Thr Ser Leu Ser Ser Pro Pro Trp Pro 
20 25 30 

Glu Val Val Leu Pro Asp Pro Val Glu Glu Thr Arg His His Ala Glu 
35 40 45 

Val Val Lys Lys Val Asn Glu Met He Val Thr Gly Gin Tyr Gly Arg 
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50 





55 





60 





Leu 

Phe 

Ala 

Val 

Val 

His 

Phe 

Ala 

Ser 

Arg 

Gin 

Trp 

Lys 

Val 

Thr 

Ser 

65 





70 





75 





80 

Glu Asp 

Leu 

lie 

Leu 

lie 

Gly 

Asn 

Glu 

Leu 

Asp 

Leu 

Ala 

Cys 

Gly Glu 





85 





90 





95 


Arg 

He 

Arg 

Leu 

Glu 

Lys 

Val 

Leu 

Leu 

Val 

Gly 

Ala 

Asp 

Asn 

Phe 

Thr 




100 





105 





110 



Leu 

Leu 

Gly 

Lys 

Pro 

Leu 

Leu 

Gly 











115 





120 










<210> 3189 
<211> 440 
<212> DNA 

<213> Homo sapiens 
<400> 3189 

nngggcocct aagggcatgg atggggccgg actctggcct ggctgtcaac aagagggctg 
60 

agcctgggga agcaagtccc tgttttcagt accacctgca tcccccaggg cagcatcctt 
120 

gactcccctt ctgggccagt gctgccctgc tttctctgtc tctttcaggg tgtgctgtcc 
180 

gacctcacca aagtgacccg gatgcatgga atcgaccctg tggtgctggt cctgatggtg 
240 

ggcatggtga tgttcaccct ggggttcgcc ggctgcgtgg gggctctgcg ggagaatatc 
300 

tgcttgctca actttgtgag tggccacaga gacaagagtg ggatatgatg caatggggta 
360 

caggctctgc tgggcaggat tatatgttac ctggtcagag caggtggcag ctcttaggag 
420 

cctcccctat ggcccctgcc 
440 

<210> 3190 
< 211 > 111 
<212> PRT 

<213> Homo sapiens 
<400> 3190 


Gly His 

Gly 

Trp 

Gly 

Arg 

Thr. 

Leu 

Ala 

Trp 

Leu 

Ser 

Thr 

Arg 

Gly 

Leu 

1 



5 





10 





15 


Ser Leu 

Gly 

Lys 

Gin 

val 

Pro 

Val 

Phe 

Ser 

Thr 

Thr 

Cys 

lie 

Pro 

Gin 



20 





25 





30 



Gly Ser 

lie 

Leu 

Asp 

Ser 

Pro 

Ser 

Gly 

Pro 

Val 

Leu 

Pro 

Cys 

Phe 

Leu 


35 





40 





45 




Cys Leu 

Phe 

Gin 

Gly 

Val 

Leu 

Ser 

Asp 

Leu 

Thr 

Lys 

Val 

Thr 

Arg 

Met 

50 





55 





60 





His Gly 

lie 

Asp 

Pro 

Val 

Val 

Leu 

Val 

Leu 

Met 

Val 

Gly 

Met 

Val 

Met 

65 




70 





75 





80 

Phe Thr 

Leu 

Gly 

Phe 

Ala 

Gly 

Cys 

Val 

Gly 

Ala 

Leu 

Arg 

Glu 

Asn 

lie 




85 





90 





95 


Cys Leu 

Leu 

Asn 

Phe 

Val 

Ser 

Gly 

His 

Arg 

Asp 

Lys 

Ser 

Gly 

lie 




100 





105 





110 
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<210> 3191 

<211> 266 

<212> DNA 

<213> Homo sapiens 

<4 00> 3191 

cggaggccga cgggctgata gttccctgtt ccgtgtccgc tacttgagcc atggaccggg 
60 

accttttgcg gcagtcgcta aattgccacg ggtcgtcttt gctctctcta cttcggagcg 
120 

aacagcagga caatccacac ttccgtagcc tcctggggtc ggccgccgag ccagcccggg 
180 

gcccgccgcc ccagcacccg ttgcagggca gaaaagagaa gagagttgac aacatcgaga 
240 

tacagaaatt catctcccaa aaagcg 
266 

<210> 3192 
<211> 84 
<212> PRT 

<213 > Homo sapiens 


<4 00 > 3192 


Met 

Asn 

Phe 

Cys 

He 

Ser 

Met 

Leu 

Ser 

Thr 

Leu 

Phe 

Ser 

Phe 

Leu 

Pro 

1 




5 





10 





15 


Cys 

Asn 

Gly 

Cys 

Trp 

Gly 

Gly 

Gly 

Pro 

Arg 

Ala Gly 

Ser 

Ala 

Ala 

Asp 




20 





25 





30 



Pro 

Arg 

Arg 

Leu 

Arg 

Lys 

Cys 

Gly Leu 

Ser 

Cys 

Cys 

Ser 

Leu Arg 

Ser 



35 





40 





45 




Arg 

Glu 

Ser 

Lys 

Asp 

Asp 

Pro 

Trp 

Gin 

Phe 

Ser 

Asp 

Cys 

Arg 

Lys 

Arg 


50 





55 





60 





Ser 

Arg 

Ser 

Met 

Ala 

Gin 

Val 

Ala 

Asp 

Thr 

Glu Gin Gly 

Thr 

lie 

Ser 

65 




70 





75 





80 

Pro 

Ser 

Ala 

Ser 














<210> 3193 
<211> 567 
<212 > DNA 

<213> Homo sapiens 
<400> 3193 

nctgaccaca tctccgaccg cgttaaggta ccgaagccat ggtgggaaga gctggactcc 
60 

acagcctgcc tgagtgttca gatccaggct ctgcccagag ctggatgtaa atttatgacc 
120 

tggagtgagt tgttttgccc ctctgagcct cagtttctcc atctgtgaaa tggggacaac 
180 

agcagttcct tccaggaggg taaaaggagg agaaaaagaa tgcagatcca gccctcggca 
240 

gagtcagcgg ttcatgcttt gcatgcaaag tgcccagccc ctggctcaaa gtctgtgttc 
300 

atccagacct gggttaacta ctgtcttcct tatgttgttc ctgtggggac gcctggggct 
360 
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gctggcctcg tgattcctct ctttccctgc aggccacggt 'tcacctactt ccccttctcc 
420 

ctgggccacc gctcctgcat cgggcagcag tttgctcaga tggaggtgaa ggtggtcatg 
480 

gcaaagctgc tgcagaggct ggagttccgg ctggtgcccg ggcagcgctt cgggctgcag 
540 

gagcaggcca cactcaagcc actggac 
567 

<210 > 3194 
<211> 116 
<212 > PRT 

<213> Homo sapiens 
<4 00> 3194 


Met 

Gin 

lie 

Gin 

Pro 

Ser 

Ala 

Glu 

Ser 

Ala 

Val 

His 

Ala 

Leu 

His 

Ala 

1 




5 





10 





15 


Lys 

Cys 

Pro 

Ala 

Pro 

Gly 

Ser 

Lys 

Ser 

Val 

Phe 

lie 

Gin 

Thr 

Trp 

Val 




20 





25 





30 



Asn Tyr 

Cys 

Leu 

Pro 

Tyr 

Val 

Val 

Pro 

Val 

Gly Thr 

Pro 

Gly Ala 

Ala 



35 





40 





45 




Gly Leu 

Val 

lie 

Pro 

Leu 

Phe 

Pro 

Cys 

Arg 

Pro 

Arg 

Phe 

Thr 

Tyr 

Phe 


50 





55 





60 





Pro 

Phe 

Ser 

Leu 

Gly His 

Arg 

Ser 

Cys 

lie 

Gly Gin 

Gin 

Phe 

Ala 

Gin 

65 





70 





75 





80 

Met 

Glu 

Val 

Lys 

Val 

Val 

Met 

Ala 

Lys 

Leu 

Leu 

Gin 

Arg 

Leu 

Glu 

Phe 





85 





90 





95 


Arg 

Leu 

Val 

Pro 

Gly Gin Arg 

Phe Gly 

Leu 

Gin 

Glu 

Gin 

Ala 

Thr 

Leu 




100 





105 





110 



Lys 

Pro 

Leu Asp 














115 

<210> 3195 
<211> 987 
<212> DNA 

<213 > Homo sapiens 
<400> 3195 

cgatcgccca cctgatggag gaacctctag gcagtgaccc attcagctgg aaactcccaa 
60 

gcctcgacta cgaacgcaag accaaagtgg acttcgatga cttcctccca gctatccgga 
120 

agccccagac acctacctcc ttggctggat cagccaaagg tgggcaagac ggttcacagc 
180 

gttcaagcat ccactttgaa acggaagagg ctaaccgttc ctttctctcg gggatcaaga 
240 

ccattttgaa gaagagcccg gagcccaagg aggatcccgc tcacctgtct gactcgtcct 
300 

catcctccgg ctccatcgtg tccttcaaaa gtgctgacag catcaaaagt cgaccaggaa 
360 

tcccacgact tgcgggtgac ggtggcgagc gaacgtcccc cgagcggaga gagccaggga 
420 

oggggaggaa agacgacgat gttgcgagca taatgaagaa atacctccag aagtaggaac 
480 
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cagttcagcc tccttgaagc tgcccttgaa gacttcccga ctctacaata acttggagac 
540 

agagagactg gccaggcctc cccggtggcc agagccagcc agcatggcca ccctcaagag 
600 

gcgagatgag cccacagagg catatcctgc ggggatgctg ggctcccagt gtggttggcc 
660 

tgaacaaaat aaagtgttga ctcctgggca tctgtgcctt ctctatggcc ttgctacctg 
720 

ggattccaga gagttgatgg ggtgcagata ggggtaggac tgttagaata gaaccaaccc 
780 

aaactgtgtg tagtttgggg tgtatacttc tatttctctt cctacatgtc tacatgccat 
840 

gaccttcctc ctcctcttca cttggccagt ttcagctcac ttcctccagg aagtctttcc 
900 

tgatatatca aactgaaaca aatgctcctc ctccatgctc ccttaatccc catgcttgtc 
960 

gattatattc ctttgccaat tcatttc 
987 

<210> 3196 
<211> 153 
<212 > PRT 

<213 > Homo sapiens 
<400> 3196 


Met 

Glu 

Glu 

Pro 

Leu Gly 

Ser 

Asp 

Pro 

Phe 

Ser 

Trp 

Lys 

Leu 

Pro 

Ser 

1 




5 





10 





15 


Leu 

Asp 

Tyr 

Glu 

Arg 

Lys 

Thr 

Lys 

Val 

Asp 

Phe 

Asp 

Asp 

Phe 

Leu 

Pro 



20 





25 





30 



Ala 

He 

Arg 

Lys 

Pro 

Gin 

Thr 

Pro 

Thr 

Ser 

Leu 

Ala 

Gly 

Ser 

Ala 

Lys 



35 





40 





45 




Gly 

Gly 

Gin 

Asp 

Gly Ser 

Gin 

Arg 

Ser 

Ser 

lie 

His 

Phe 

Glu 

Thr 

Glu 


50 





55 





60 





Glu 

Ala 

Asn 

Arg 

Ser 

Phe 

Leu 

Ser 

Gly 

lie 

Lys 

Thr 

lie 

Leu 

Lys 

Lys 

65 





70 





75 





80 

Ser 

Pro 

Glu 

Pro 

Lys 

Glu 

Asp 

Pro 

Ala 

His 

Leu 

Ser 

Asp 

Ser 

Ser 

Ser 





85 





90 





95 


Ser 

Ser 

Gly 

Ser 

lie 

Val 

Ser 

Phe 

Lys 

Ser 

Ala 

Asp 

Ser 

lie 

Lys 

Ser 



100 





105 





110 



Arg 

Pro 

Gly 

lie 

Pro 

Arg 

Leu 

Ala 

Gly 

Asp Gly 

Gly 

Glu 

Arg 

Thr 

Ser 



115 





120 





125 




Pro 

Glu 

Arg 

Arg 

Glu 

Pro 

Gly 

Thr 

Gly 

Arg 

Lys 

Asp 

Asp 

Asp 

Val 

Ala 


130 





135 





140 





Ser 

lie 

Met 

Lys 

Lys 

Tyr 

Leu 

Gin 

Lys 









145 150 

<210> 3197 
<211> 5575 
<212> DNA 

<213 > Homo sapiens 
<400> 3197 

nnacttgaac ccaggaggtg gaggttgcag tgagcggaga ttgtgccact gcacttggac 
60 
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ctggctgaca 

120 

agagcaatgg 

180 

tggtcctcct 

240 

gctggaaaag 

300 

ttatttggcc 

360 

caggtcgtca 

420 

agaccttctc 

480 

aaaacaaaag 

540 

acgcccaaag 

600 

ggatcaaggg 

660 

ctagtgaagg 

720 

gcctccccca 

780 

tccaagtcag 

840 

accatagaca 

900 

tcagagagag 

960 

ccttgcacaa 

1020 

ggccggaaaa 

1080 

gaagttaaag 

1140 

gggccggcac 

1200 

gcatcccctg 

1260 

agcataagca 

1320 

ccggttggag 

1380 

gacgaatccg 

1440 

tgctcatttg 

1500 

cgttttcgat 

1560 

aagatccctc 

1620 

gttccagcat 

1680 


cagcaagact 

cgacactgga 

ggatcgacgc 

agggtggaaa 

attacccagc 

agccacaggt 

cctctccagt 

cctgtctcag 

acaatctact 

ataaaccatg 

cagatggtgc 

cctcgtcctc 

tgccaccttc 

agaaacacca 

aatttgaccc 

gatccctcac 

agcaatttga 

ataaagagca 

aggattctct 

caaaatccag 

gcagcacatc 

gtgacctcgc 

agaagctaga 

ggagtcgcct 

tcgcactaaa 

ctgcggcaga 

ccgttttgca 


atgtttaaaa 

tcgcaaagtg 

cgccaaatta 

aagcagggag 

acatgacgac 

tttccagtcg 

gtctccagcc 

cggccatcac 

tacctccagc 

tgttccagtt 

caatgtcaaa 

tgccgtctcc 

accagagaag 

aaatggcacc 

aaataaacac 

ctgcaagaca 

cctcctcctg 

tctcctgact 

gctagggtct 

accacccaac 

ttcaaatcat 

cagccgactg 

ctgtcagttc 

catgggacga 

ctccatggta 

tagccccatg 

gcctttcagc 


aaaaagagag 

cccagtccgg 

cactgctccg 

gttatgaggc 

ttctatctcg 

cactgcgaga 

tccaatccca 

tctgccagca 

agcaaacagc 

cctgtagtca 

atgaactcca 

acccctcctt 

atcttaaatg 

aaaaacagca 

tgtggagtat 

cattcgctaa 

gcagaacaca 

tccacgaggg 

tcagggagct 

tctgtacttc 

agcggccaea 

tccagtgatg 

tccacgcacc 

gggtactatg 

gaaaaacacc 

ccctcgccag 

aaccccagtg 


agaaaaaaaa 

aggcgtttct 

acaatgtaga 

ttaataaaga 

tagtgtgcag 

gaagacacgg 

ggacatcact 

gcacctcaaa 

acacagtctt 

gtttagagaa 

caaccactac 

taattaagcc 

gcaaaggaat 

acaagcctta 

tggatcccga 

gccatcggag 

aagcaaagtc 

aaatacttcc 

ctgggccaga 

ctagaccatc 

ctccagagcc 

aaggggagat 

accccagacc 

tgtttgatag 

tgaattcaca 

cagcccacat 

ctgtgtatct 


acaagaagga 

gggcaaaccc 

tttagaagag 

agatatgcac 

tgcctgtaac 

ttcaatgtgt 

agtacaggtg 

gccattcaaa 

tcctgcgaaa 

aattcctaac 

tgcagtttct 

tgtcctgatg 

tctgccaacc 

caggagactt 

gacaaagaaa 

ggcagtccca 

ccgggaaaaa 

aagccaatcc 

accaaaagtt 

atctgcaaat 

cccactccca 

ggacggagcc 

tctggcgttt 

aagatgggat 

gatgtggaag 

caccaccccc 

tccttcagct 
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cccatcagct cgagactcac 
1740 

gctttcgtga catcgccgga 
1800 

gtggccgcaa ccctcagcat 
1860 

ataccagccg tcatcccttc 
1920 

tcaaaagtca aagacccgtc 
1980 

ccacagtctt cgacttcctc 
2040 

tcgtctccac tgtcagggcc 
2100 

aactcctatc aggcggcccc 
2160 

gtgagcccac tcagtgccaa 
2220 

gcggacatag tgagacaggt 
2280 

gtgccctccc ttgcgctcca 
2340 

tctctgcccc tctcttttga 
2400 

agcaaagcct gtaaaatcac 
2460 

cccagccttc tcgcaccggt 
2520 

aaaaatagca gcctagcttt 
2580 

agccgacaga acacaaacag 
2640 

gccacttcca catcaattcc 
2700 

agggagggga gtgggctggg 
2760 

tttcttcttc tttttttaat 
2820 

gagatttaca gaaaacagtt 
2880 

gtttttacat tcttccaaat 
2940 

atccttttgc tccagccatg 
3000 

tctgaagctc ttgaactgta 
3060 

attccttcca tccctacgtc 
3120 

ctctcatagg atcccctcag 
3180 

gggagtggag agttggaggg 
3240 

gctggagcca aatgctagaa 
3300 


ctcttcttac ataatgacat 
cccgagcgcc ctcatgtccc 
catggactca accttcaagg 
cccatcccac aagccatcca 
cacccgtagc gacgagtctc 
ctcctcctcc tcctcctcct 
tcacaaaaag aactgtgttt 
tccctataac agcctgtctg 
actggagccc tcaggacgga 
gggcgcggtg ggaggcagca 
cgcaggggac ctctctctgg 
caaatcagaa ggaaaaaagc 
taaaatgcct ggtatgaata 
gcccgatccc gttaacagca 
gtcacaatcc agtccttcaa 
aacgggcagg ataaggactc 
aggccaccta atcccatccg 
gggagagtct gttttctgtg 
tgaccaattt ttagttaaaa 
ccagtgtttg gtttccgctg 
ttggggtcac tzcccctagct 
agagcagaca ttgcagaatg 
gcacaggcag agcccttttt 
taccactctc tgggtcctca 
gattgtgtgc agggagaggg 
tgggtggggt tccctcatcc 
gcgagattga gaacagtggc 


cagccatgct ctcagacgca 
acaccacagc tttccctcat 
ccccatccgc cgtgtccccg 
aaaccaaaac cagcaaatcc 
caagtaacaa aaaaaggaag 
cttccttgca gacatccctc 
tgaatgccag ttctgctttg 
tgcacaactc aaacaatggg 
cctcgctgcc cggcggcccc 
gtgactcctg tcccctctct 
cctcacacaa tgctgtgtct 
gtaagaactc gagttctagt 
gcgttcacaa aaagaacccg 
cctcctctcg gcaggttggg 
gtatatccag cccaggacac 
ttccataaca agactatgaa 

a gg a gg ccat gggg^ggagg 

cactccctgt gactctggcc 
aggcaaaaga aggtgaattt 
tctttccttt catttgccat 
cctgatgctg ctactgtacc 
ttggttccag gttggcatgc 
cttcctgtca tctccacccg 
ctggtcttca aaggacctgg 
ggctttgctg gggaggagct 
agtttccaca gcccaccatg 
cgtttagtga tgtggtttac 


2408 



WO 00/58473 


PCT/U S00/0862 1 


ctaataccac tgtccagctg 
3360 

gaacaggttt gggaaggtgg 
3420 

aaactggaga ctgtggtggt 
3480 

agtgtgccag tgcccacagc 
3540 

gagaacccag aaagccactc 
3600 

ggctgccttc ctgggctagg 
3660 

caaacctttt gtcagaataa 
3720 

gggacttggt gggatcagca 
3780 

cccatgaagg aatggtaagg 
3840 

acgctggagc cctgcagcca 
3900 

ccataagctc tagtagggaa 
3960 

ctgtgctatt aatcatgtaa 
4020 

tttcatcctt aaatcagaaa 
4080 

ccccaaagtt ttccttttct 
4140 

ttcaccacac aattggaatt 
4200 

attgcactga cagtgagtgt 
4260 

gtttaaaaat caggagttga 
4320 

atttctacag tgttaaaagt 
4380 

ctgcaaattg aagggatgat 
4440 

ttttaagact tataaatgtt 
4500 

ttagaagata ttcttaaagt 
4560 

ctatactaca gagctaactg 
4620 

ttaagcaatg tttatatttt 
4680 

cagactgaaa agtatgtaca 
4740 

cagaggtctg ttgtttttta 
4800 

aaaaacaaaa tctccacaac 
4860 

ggaaaacaaa ggttgagaga 
4920 


cgcagctcag aaaggataaa 
cagcaagcag agcatggtgg 
ctgagctggt caggaatctg 
agggtgagct aggagggaga 
catgaggagg cacggtgacc 
aagagccccc cagggagagc 
ataatagcat ttcccaccca 
cacccatgga tcagcttttg 
acagccactg ctcagtgaag 
tagaactatt cacactggag 
tcataatcag gaaaggaatt 
ctttgtatat gatgtatagc 
tgaatgctag tttcatagct 
ttcccgttcc cccaacccaa 
gcaaagacgg gaggcaaatg 
ttcttatagg attactaaat 
tattaagtac caggacatta 
gcacttatat gctggtttat 
tgttactttt tcttttttta 
taagaaatta taaacaaggt 
aaatttttat agtgttaatt 
accagaatag tttcagaaac 
taaaatgttc tttgaattat 
tatctttgtt atttttgcac 
taatttattt tgagttgtaa 
aaaataaccc tctgatttat 
ttaagtggct gcttctgaga 


ccagtcaggg acaggggcca 
gtaggagatg atccctaaaa 
cagaatccct tccaggaatc 
aatcccagga aaaaggtcgt 
acagctgcta aaggttctta 
ttccacaaaa gggtatgtgt 
cccccatgcc ctgggccaca 
ctgtcttaga gacagccatc 
aacagccatt tggaagagcc 
ttttaaaaga aacagcaata 
cacaacataa aataggtgtt 
aaagatactg ggaggttttg 
gggcagaacc ctcatcccca 
agatcagact actgttaagt 
gagtgatttt catcaatgga 
tttttaatat aaaatgattt 
gttcggatga tttcattttt 
ttacgtcttg ggaaaagaga 
aaaaaaaaag gttaaggaga 
tagacccttt gaaaaaaagt 
ttgtaataat ttatgtttta 
aatatgaaac ttaggaaagt 
gtttttattg tacatttctt 
aattttgtct tgttcggttt 
aacttgcagg agtaaaaaca 
aaactcttat agtcaaagag 
aataatgtct caaggactaa 
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aggagcaatt caataggttt agacattgta gctctctaca tcttgaattg gaagctggaa 
4980 

taaagagccc ccaccccccc cccaccctca tcgaatgctg cttactttgt caaaagactg 
5040 

gctatgacca aggtgaggat atttctggaa aactgggcaa aaagggaaag cccacagtat 
5100 

tcttccttgg cagtcaacca caggtttact ttacaatgat gtattaaaaa cttgcagctt 
5160 

gaaaaatgga atgcaaataa aaggttctct ttgggtttgt cttaatggag ttaaactgga 
5220 

gcagcctata aaacattttt agggtgatgt cctctgggtc cttctgttct gcacacccac 
5280 

tcagtcttct ctcccagccc cttgactgca cacacccctc tttgcctgaa gatctcctga 
5340 

cttgtcgcca gccatagagg ctcgaaagct ctggttgtga agcataacgc aatgcataga 
5400 

cctgtcagcc ataaaaaaaa aaaaaaaaaa aaaaaaaaaa gcgacttgga taacttgtat 
5460 

gccttctttt gtatcaatgt accaattgta aataatgctg atcaaccttt gtagagaata 
5520 

gtttatacag catattctat tattgctgat tctcagtgaa ctcttgttaa tatac 
5575 

<210> 3198 
<211> 833 
<212> PRT 

<213 > Homo sapiens 
<400> 3198 


Met 

Ala 

Thr 

Leu 

Asp 

Arg 

Lys 

Val 

Pro 

Ser 

Pro 

Glu 

Ala 

Phe 

Leu 

Gly 

l 




5 





10 





15 


Lys 

Pro 

Trp 

Ser 

Ser 

Trp 

He 

Asp 

Ala 

Ala 

Lys 

Leu 

His 

Cys 

Ser 

Asp 




20 





25 





30 



Asn 

Val 

Asp 

Leu 

Glu 

Glu 

Ala 

Gly 

Lys 

Glu 

Gly 

Gly 

Lys 

Ser 

Arg 

Glu 



35 





40 





45 




Val 

Met 

Arg 

Leu 

Asn 

Lys 

Glu 

Asp 

Met 

His 

Leu 

Phe 

Gly 

His 

Tyr 

Pro 


50 





55 





60 





Ala 

His 

Asp 

Asp 

Phe 

Tyr 

Leu 

Val 

Val 

Cys 

Ser 

Ala 

Cys 

Asn 

Gin 

Val 

65 





70 





75 





80 

Val 

Lys 

Pro 

Gin 

Val 

Phe 

Gin 

Ser 

His 

Cys 

Glu 

Arg 

Arg 

His 

Gly 

Ser 




85 





90 





95 


Met 

Cys 

Arg 

Pro 

Ser 

Pro 

Ser 

Pro 

Val 

Ser 

Pro 

Ala 

Ser 

Asn 

Pro 

Arg 




100 





105 





110 



Thr 

Ser 

Leu 

Val 

Gin 

Val 

Lys 

Thr 

Lys 

Ala 

Cys 

Leu 

Ser 

Gly 

His 

His 



115 





120 





125 




Ser 

Ala 

Ser 

Ser 

Thr 

Ser 

Lys 

Pro 

Phe 

Lys 

Thr 

Pro 

Lys 

Asp 

Asn 

Leu 


130 





135 





140 





Leu 

Thr 

Ser 

Ser 

Ser 

Lys 

Gin 

His 

Thr 

Val 

Phe 

Pro 

Ala 

Lys 

Gly 

Ser 

145 





150 





155 





160 

Arg 

Asp 

Lys 

Pro 

Cys 

Val 

Pro 

Val 

Pro 

Val 

Val 

Ser 

Leu 

Glu 

Lys 

lie 





165 





170 





175 


Pro 

Asn 

Leu 

Val 

Lys 

Ala 

Asp 

Gly 

Ala 

Asn 

Val 

Lys 

Met 

Asn 

Ser 

Thr 




180 





185 





190 



Thr 

Thr 

Thr 

Ala 

val 

Ser 

Ala 

Ser 

Pro 

Thr 

Ser 

Ser 

Ser 

Ala 

Val 

Ser 
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195 





200 

Thr 

Pro 

Pro 

Leu 

lie 

Lys 

Pro 

Val 


210 





215 


Ser 

Pro 

Glu 

Lys 

lie 

Leu 

Asn 

Gly 

225 





230 



Asp 

Lys 

Lys 

His 

Gin 

Asn 

Gly 

Thr 





245 




Arg 

Leu 

Ser 

Glu 

Arg Glu 

Phe 

Asp 




260 





Asp 

Pro 

Glu 

Thr 

Lys 

Lys 

Pro 

Cys 



275 





280 

His 

Ser 

Leu 

Ser 

His 

Arg 

Arg 

Ala 


290 





295 


Asp 

Leu 

Leu 

Leu 

Ala 

Glu 

His 

Lys 

305 





310 



Lys 

Asp 

Lys 

Glu 

His 

Leu 

Leu 

Thr 





325 




Gin 

Ser 

Gly 

Pro 

Ala 

Gin 

Asp 

Ser 




340 





Gly Pro 

Glu 

Pro 

Lys 

Val 

Ala 

Ser 



355 





360 

Ser 

Val 

Leu 

Pro 

Arg 

Pro 

Ser 

Ser 


370 





375 


Ser 

Ser 

Asn 

His 

Ser Gly 

His 

Thr 

385 





390 



Gly Gly 

Asp 

Leu 

Ala 

Ser 

Arg 

Leu 





405 




Gly Ala 

Asp 

Glu 

Ser 

Glu 

Lys 

Leu 




420 





Pro Arg 

Pro 

Leu 

Ala 

Phe 

Cys 

Ser 



435 





440 

Gly Tyr 

Tyr 

Val 

Phe Asp 

Arg 

Arg 


450 





455 


Asn 

Ser 

Met 

Val 

Glu 

Lys 

His 

Leu 

465 





470 



Pro 

Pro 

Ala 

Ala 

Asp Ser 

Pro 

Met 





485 




Thr 

Pro 

Val 

Pro 

Ala 

Ser 

Val 

Leu 




500 





Val 

Tyr 

Leu 

Pro 

Ser 

Ala 

Pro 

lie 



515 





520 

He 

Met 

Thr 

Ser 

Ala 

Met 

Leu 

Ser 


530 





535 


Asp 

Pro 

Ser 

Ala 

Leu 

Met 

Ser 

His 

545 





550 



Ala 

Thr 

Leu 

Ser 

lie 

Met 

Asp 

Ser 





565 




Ser 

Pro 

lie 

Pro 

Ala 

Val 

lie 

Pro 




580 





Thr 

Lys 

Thr 

Ser 

Lys 

Ser 

Ser 

Lys 



595 





600 

Asp Glu 

Ser 

Pro 

Ser 

Asn 

Lys 

Lys 


610 





615 


Ser 

Ser 

Ser 

Ser 

Ser 

Ser 

Ser 

Ser 






205 




Leu 

Met 

Ser 

Lys 

Ser 

val 

Pro 

Pro 




220 





Lys 

Gly 

lie 

Leu 

Pro 

Thr 

Thr 

lie 



235 





240 

Lys 

Asn 

Ser 

Asn 

Lys 

Pro 

Tyr Arg 


250 





255 


Pro 

Asn 

Lys 

His 

Cys 

Gly 

Val 

Leu 

265 





270 



Thr 

Arg 

Ser 

Leu 

Thr 

Cys 

Lys 

Thr 





285 




Val 

Pro Gly 

Arg 

Lys 

Lys 

Gin 

Phe 




300 





Ala 

Lys 

Ser 

Arg 

Glu 

Lys 

Glu 

Val 



315 





320 

Ser 

Thr Arg 

Glu 

lie 

Leu 

Pro 

Ser 


330 





335 


Leu 

Leu Gly 

Ser 

Ser 

Gly 

Ser 

Ser 

345 





350 



Pro 

Ala 

Lys 

Ser 

Arg 

Pro 

Pro 

Asn 





365 




Ala 

Asn 

Ser 

lie 

Ser 

Ser 

Ser 

Thr 




380 





Pro 

Glu 

Pro 

Pro 

Leu 

Pro 

Pro 

Val 



395 





400 

Ser 

Ser Asp 

Glu 

Gly 

Glu 

Met 

Asp 


410 





415 


Asp 

Cys 

Gin 

Phe 

Ser 

Thr 

His 

His 

425 





430 



Phe 

Gly Ser 

Arg 

Leu 

Met 

Gly Arg 





445 




Trp 

Asp 

Arg 

Phe 

Arg 

Phe 

Ala 

Leu 




460 





Asn 

Ser 

Gin 

Met 

Trp 

Lys 

Lys 

lie 



475 





480 

Pro 

Ser 

Pro 

Ala 

Ala 

His 

lie 

Thr 


490 





495 


Gin 

Pro 

Phe 

Ser 

Asn 

Pro 

Ser 

Ala 

505 





510 



Ser 

Ser Arg 

Leu 

Thr 

Ser 

Ser 

Tyr 





525 




Asp 

Ala 

Ala 

Phe 

Val 

Thr 

Ser 

Pro 




540 





Thr 

Thr 

Ala 

Phe 

Pro 

His 

Val 

Ala 



555 





560 

Thr 

Phe 

Lys 

Ala 

Pro 

Ser 

Ala 

Val 


570 





575 


Ser 

Pro 

Ser 

His 

Lys 

Pro 

Ser 

Lys 

585 





590 



Val 

Lys 

Asp 

Leu 

Ser 

Thr 

Arg 

Ser 





605 




Arg 

Lys 

Pro 

Gin 

Ser 

Ser 

Thr 

Ser 




620 





Ser 

Leu 

Gin 

Thr 

Ser 

Leu 

Ser 

Ser 


2411 



WO 00/58473 


PCT/US00/08621 


625 630 635 640 

Pro Leu Ser Gly Pro His Lys Lys Asn Cys Val Leu Asn Ala Ser Ser 
645 650 655 

Ala Leu Asn Ser Tyr Gin Ala Ala Pro Pro Tyr Asn Ser Leu Ser Val 
660 665 670 

His Asn Ser Asn Asn Gly Val Ser Pro Leu Ser Ala Lys Leu Glu Pro 
675 680 685 

Ser Gly Arg Thr Ser Leu Pro Gly Gly Pro Ala Asp lie Val Arg Gin 
690 695 700 

Val Gly Ala Val Gly Gly Ser Ser Asp Ser Cys Pro Leu Ser Val Pro 

705 710 715 720 

Ser Leu Ala Leu His Ala Gly Asp Leu Ser Leu Ala Ser His Asn Ala 

725 730 735 

Val Ser Ser Leu Pro Leu Ser Phe Asp Lys Ser Glu Gly Lys Lys Arg 
740 745 750 

Lys Asn Ser Ser Ser Ser Ser Lys Ala Cys Lys He Thr Lys Met Pro 
755 760 765 

Gly Met Asn Ser Val His Lys Lys Asn Pro Pro Ser Leu Leu Ala Pro 
770 775 780 

Val Pro Asp Pro Val Asn Ser Thr Ser Ser Arg Gin Val Gly Lys Asn 

785 790 795 800 

Ser Ser Leu Ala Leu Ser Gin Ser Ser Pro Ser Ser lie Ser Ser Pro 

805 810 815 

Gly His Ser Arg Gin Asn Thr Asn Arg Thr Gly Arg lie Arg Thr Leu 
820 825 830 


Pro 


<210> 3199 
<211> 777 
<212 > DNA 

<213> Homo sapiens 
<4 00> 3199 

acgcgtgagg tccggccact 
60 

ctccaggtgc tggtgagggc 
120 

caagcagctc ccacagctgg 
180 

aggaaccgca aggccccaaa 
240 

ggctgcccga agagcaaggg 
300 

aacatggcga gcaaggggca 
360 

catccagtgg gtcctgagtt 
420 

gtagagtgac caagacaaag 
480 

gagagggcag ttcctcacta 
540 

ggggcttctg tcagcctcag 
600 


gcgcagtcag acacgccggc 
cccagctctc tgcgaggctg 
cactggggaa cgtggtgaca 
gagagtgtca cagccctggc 
ctcttccttc cttctttctt 
tgtctcagcc ctgtttgtga 
cttgtccggc aaccaggaag 
aggagcttta ctgagtgaca 
cagctggtca tccgacgtct 
agagggggaa gttcatgctg 


tgctgcagtg gggcaggcag 
tggctggacc aggcatacag 
cccagaagct tggagatgcc 
ttagggagct cctaggtctg 
ttctccttct tgctacctgc 
tacagctctt ttagccctgc 
aatgaggtac ccagacaagt 
atagctcaga ggaggccctg 
gctcagctct ggctgagcct 
actggtccat gggcggccat 


2412 



WO 00/58473 


PCT/US00/08621 


gggcaggccc agaaaaggca acacaagttc gcactccagt ccacggcact gacagcctgg 
660 

cccccagcct tcagggcctc cctggcctga aggtgggcct caccagggac tcaccccctt 
720 

ctgcccagaa acctgtctgc ctcctgctgc cattcatggc gcccaggcta taggtat 
777 

<210> 3200 
<211> 92 
<212> PRT 

<213> Homo sapiens 
<400> 3200 

Met Leu Gin Val Ala Arg Arg Arg Lys Glu Arg Arg Lys Glu Glu Pro 
1 5 10 15 

Leu Leu Phe Gly Gin Pro Arg Pro Arg Ser Ser Leu Ser Gin Gly Cys 
20 25 30 

Asp' Thr Leu Phe Gly Ala Leu Arg Phe Leu Ala Ser Pro Ser Phe Trp 
35 40 45 

Val Ser Pro Arg Ser Pro Val Pro Ala Val Gly Ala Ala Cys Cys Met 
50 55 60 

Pro Gly Pro Ala Thr Ala Ser Gin Arg Ala Gly Ala Leu Thr Ser Thr 
65 70 75 80 

Trp Ser Cys Leu Pro His Cys Ser Ser Arg Arg Val 
85 90 


<210> 3201 
<211> 390 
<212 > DNA 

<213> Homo sapiens 
<400> 3201 

acacgcgcag tgcgtctcct actgaacccg agcccctgct atgggtacgc ggaagcagct 
60 

cccgtcgcgc ctgccccagg ctggacggaa gggccacgct gcagccgggg tgagcacagc 
120 

gaagccgaca gcctttggga ccgaggtcag cagctgcacc ggcgcaagaa ttccaaacac 
180 

agctgtggct gaagggcctg ggggtgtgca ggtcccaaac cccagtgagc ctgatcccga 
240 

catgggtcct gtctcctggg ggccaccttt gtgtcccgtg gtggctgacc ctgagaggga 
300 

gggctgtggg gatgctcaca tgacactggg gtcccagcga cagcccctcc tcacgctgcg 
360 ~ ~ 

tgtccctggg gcctctcagg agggacgcgt 
390 

<210> 3202 
<211> 116 
<212> PRT 

<213> Homo sapiens 
<4 00> 3202 

Met Gly Thr Arg Lys Gin Leu Pro Ser Arg Leu- Pro Gin Ala Gly Arg 
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1 5 

Lys Gly His Ala Ala Ala Gly Val Ser 
20 25 

Gly Thr Glu Val Ser Ser Cys Thr Gly 
35 40 

Val Ala Glu Gly Pro Gly Gly Val Gin 
50 55 

Asp Pro Asp Met Gly Pro Val Ser Trp 
65 70 

Val Ala Asp Pro Glu Arg Glu Gly Cys 
85 

Gly Ser Gin Arg Gin Pro Leu Leu Thr 
100 105 

Gin Glu Gly Arg 
115 

<210> 3203 
<211> 1906 
<212 > DNA 
<213> Homo sapiens 

<4 00> 3203 

ngaattcggc acgagctcgt gccgaatcgg cacgagcgcg 
60 

cgggccggag cgtggccgga cccccacccg ccgaggggcc 
120 

cacggtggca gcattgagag ttggacaccc gggtccttga 
180 

cccaaatccg ccaccattcc gtgctgcggg gacaccatgg 
240 

ggggaggcct tagggggcag tttctgggag gctggcaact 
300 

gtggaggacg ggcaccggct gtgcggggac ctggtcagct 
360 

atcgagaagg cttatgccca gcagttggct gactgggccc 
420 

gagaagggcc cccagtatgg cacactggag aaggcctggc 
480 

gagcggctga gcgcgctgca cctggaggtg cgggagaagc 
540 

cgggtgcgcg cctggcagcg gggggctttc caccggcctg 
600 

agccgggcgg ccgaggacgg cttccgcaag gcccagaagc 
660 

gaggttgagg cttccaagaa aagctaccac gcagcccgga 
720 

acgagggaga gccacgcaaa ggcagacagc gccgtctccc 
780 

caggaacggg tggaacgctg tgccaaggag gccgagaaga 
640 

acgctggcag agctgcatcg ctacactcca cgctacatgg 
900 

gagacctgcc aggccgccga gcgccagcgg cttcttttct 
960 


10 

Thr Ala 

Ala Arg 

Val Pro 

Gly Pro 
75 

Gly Asp 
90 

Leu Arg 


15 

Lys Pro Thr Ala Phe 
30 

He Pro Asn Thr Ala 
45 

Asn Pro Ser Glu Pro 
60 

Pro Leu Cys Pro Val 
80 

Ala His Met Thr Leu 
95 

Val Pro Gly Ala Ser 
110 


ggcccaggag 

cagggaggac 

agtgatctct 

ctccagaaga 

acaggcgcac 

gcttccagga 

gaaagtggag 

atgccttttt 

tgcaagggca 

tgctgggcgg 

cctggctgaa 

aggatgagaa 

aggagcagct 

caaaagctca 

aggacatgga 

tcaaggatat 


cggcaggact 

gcggcagagt 

aggccccagc 

ggacgctgga 

ggtacagcgg 

gcgcgcccgc 

ggggaccgtg 

cacggcggct 

ggacagtgag 

cttccgcgag 

gaggctgaag 

gaccgcccag 

gcgcaaactg 

gtatgagcag 

acaggccttt 

gctgctcacc 
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ttacaccagc acctggacct ttccagcagt gagaagttcc atgaactcca ccgtgacttg 
1020 

caccagggca ttgaggcagc cagtgacgaa gaggatctgc gctggtggcg cagcacccac 
1080 

gggccaggca tggccatgaa ctggccacag ttcgaggagt ggtccttgga cacacagagg 
1140 

acaatcagcc ggaaagagaa gggtggccgg agccctgatg aggttaccct gaccagcatt 
1200 

gtgcctacaa gagatggcac cgcaccccca ccccagtccc cggggtcccc aggcacgggg 
1260 

caggatgagg agtggtcaga tgaagagagt ccccggaagg ctgccaccgg ggttcgggtg 
1320 

agggcactct atgactacgc tggccaggaa gctgatgagc tgagcttccg agcaggggag 
1380 

gagctgctga agatgagtga ggaggacgag cagggctggt gccaaggcca gttgcagagt 
1440 

ggccgcattg gcctgtaccc tgccaactac gtggagtgtg tgggcgcctg agtgtcctga 
1500 

cagcccttct gcaacgttta cccaccctgg ttcagagccc agcttctcct ggagagccgg 
1560 

accctcaggg ccctgaaccg tcgctctctg gctgctcctc tgtcccttga gggaggaagt 
1620 

cctgggaccc agggagggga ggggcctttg tctagggaag ggactggtag ggaagggacg 
1680 

agtctaggct gagggcaaga tgggaggtca gaggtgacag aagcgttcag gggtgcctgg 
1740 

gcctccccag gagctgtgga ctcagttcct gacctctgct ttggggttcc tggggtgggc 
1800 

ttggggtgag tgtagttctg gcctagcagc accctcttgt ggcttgttct agcgtgtatt 
1860 

aaaacttgac acacacccac acacaaaaac aaaaacacca aaaaaa 
1906 

<210> 3204 

<211> 424 

<212> PRT 

<213 > Homo sapiens 


<400> 3204 














Met 

Ala 

Pro 

Glu 

Glu 

Asp 

Ala 

Gly 

Gly 

Glu 

Ala 

Leu 

Gly 

Gly 

Ser 

Phe 

1 




5 





10 





15 


Trp 

Glu 

Ala 

Gly 

Asn 

Tyr 

Arg 

Arg 

Thr 

Val 

Gin Arg 

Val 

Glu 

Asp 

Gly 




20 





25 





30 



His 

Arg 

Leu 

Cys 

Gly 

Asp 

Leu 

Val 

Ser 

Cys 

Phe 

Gin 

Glu 

Arg 

Ala 

Arg 



35 





40 





45 




lie 

Glu 

Lys 

Ala 

Tyr 

Ala 

Gin 

Gin 

Leu 

Ala 

Asp 

Trp 

Ala 

Arg 

Lys 

Trp 


50 





55 





60 





Arg 

Gly 

Thr 

Val 

Glu 

Lys 

Gly 

Pro 

Gin 

Tyr 

Gly Thr 

Leu 

Glu 

Lys 

Ala 

65 





70 





75 





80 

Trp 

His 

Ala 

Phe 

Phe 

Thr 

Ala 

Ala 

Glu 

Arg 

Leu 

Ser 

Ala 

Leu 

His 

Leu 





85 





90 





95 


Glu 

Val 

Arg 

Glu 

Lys 

Leu 

Gin 

Gly 

Gin 

Asp 

Ser 

Glu 

Arg 

Val 

Arg 

Ala 




100 





105 





110 

’ 


Trp 

Gin 

Arg 

Gly 

Ala 

Phe 

His 

Arg 

Pro 

Val 

Leu Gly 

Gly 

Phe 

Arg 

Glu 
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115 





120 





125 




Ser Arg 

Ala 

Ala 

Glu 

Asp 

Gly 

Phe 

Arg 

Lys Ala 

Gin 

Lys 

Pro 

Trp 

Leu 


130 





135 





140 





Lys 

Arg 

Leu 

Lys 

Glu 

Val 

Glu 

Ala 

Ser 

Lys 

Lys 

Ser 

Tyr 

His 

Ala 

Ala 

145 





150 





155 





160 

Arg 

Lys 

Asp 

Glu 

Lys 

Thr 

Ala 

Gin 

Thr 

Arg 

Glu 

Ser 

His 

Ala 

Lys 

Ala 





165 





170 





175 


Asp 

Ser 

Ala 

Val 

Ser 

Gin 

Glu 

Gin 

Leu 

Arg 

Lys 

Leu 

Gin 

Glu 

Arg 

Val 



180 





185 





190 



Glu 

Arg 

Cys 

Ala 

Lys 

Glu 

Ala 

Glu 

Lys 

Thr 

Lys 

Ala 

Gin 

Tyr 

Glu 

Gin 



195 





200 





205 




Thr 

Leu 

Ala 

Glu 

Leu 

His 

Arg 

Tyr 

Thr 

Pro Arg 

Tyr 

Met 

Glu 

Asp 

Met 


210 





215 





220 





Glu 

Gin 

Ala 

Phe 

Glu 

Thr 

Cys 

Gin 

Ala 

Ala 

Glu 

Arg 

Gin 

Arg 

Leu 

Leu 

225 





230 





235 





240 

Phe 

Phe 

Lys 

Asp 

Met 

Leu 

Leu 

Thr 

Leu 

His 

Gin 

His 

Leu 

Asp 

Leu 

Ser 





245 





250 





255 


Ser 

Ser 

Glu 

Lys 

Phe 

His 

Glu 

Leu 

His 

Arg Asp 

Leu 

His 

Gin 

Gly 

lie 




260 





265 





270 



Glu 

Ala 

Ala 

Ser 

Asp 

Glu 

Glu 

Asp 

Leu 

Arg Trp 

Trp 

Arg 

Ser 

Thr 

His 



275 





280 





285 




Gly Pro 

Gly 

Met 

Ala 

Met 

Asn 

Trp 

Pro 

Gin 

Phe 

Glu 

Glu 

Trp 

Ser 

Leu 


290 





295 





300 





Asp 

Thr 

Gin 

Arg 

Thr 

He 

Ser 

Arg 

Lys 

Glu Lys 

Gly 

Gly 

Arg 

Ser 

Pro 

305 





310 





315 





320 

Asp 

Glu 

Val 

Thr 

Leu 

Thr 

Ser 

lie 

Val 

Pro 

Thr 

Arg 

Asp 

Gly 

Thr 

Ala 




325 





330 





335 


Pro 

Pro 

Pro 

Gin 

Ser 

Pro 

Gly 

Ser 

Pro 

Gly Thr 

Gly 

Gin 

Asp 

Glu 

Glu 




340 





345 





350 



Trp 

Ser 

Asp 

Glu 

Glu 

Ser 

Pro 

Arg 

Lys 

Ala 

Ala 

Thr 

Gly 

Val 

Arg 

Val 



355 





360 





365 




Arg 

Ala 

Leu 

Tyr 

Asp 

Tyr 

Ala 

Gly 

Gin 

Glu 

Ala 

Asp 

Glu 

Leu 

Ser 

Phe 


370 





375 





380 





Arg Ala 

Gly 

Glu 

Glu 

Leu 

Leu 

Lys 

Met 

Ser 

Glu 

Glu 

Asp 

Glu 

Gin 

Gly 

385 





390 





395 





400 

Trp 

Cys 

Gin 

Gly 

Gin 

Leu 

Gin 

Ser 

Gly 

Arg 

lie 

Gly 

Leu 

Tyr 

Pro 

Ala 





405 





410 





415 


Asn Tyr 

Val 

Glu 

Cys 

Val 

Gly 

Ala 












420 














<210> 3205 
<211> 1482 
<212 > DNA 

<213 > Homo sapiens 
<400> 3205 

nnggagatgg agggaacctc cccgagcagc ccaccaccca gtggggtgcg gtcccccccg 
60 

ggtctggcca agacacccct atctgctctg ggcctgaaac ctcacaaccc agcggacatc 
120 

ctgttgcacc ccacaggaga gccccggagc tatgtggagt ctgtggcacg gacagcggtg 
180 

gctggacccc gagctcagga ctctgagccc aagagcttta gtgctccagc cacccaggcc 
240 
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tatggccatg agatacccct gaggaacggg accctgggtg gctcctttgt ctcccccagc 
300 

cccctctcca ccagcagccc catcctcagt gctgacagca cttcagtggg gagtttcccg 
360 

tcgggagaga gcagtgacca gggtccccgg acgcccaccc agcctctgtt ggagtctggc 
420 

ttccgctcag gcagcctggg acagcccagc ccgtctgccc agagaaacta ccagagctct 
480 

tctcctctcc cgactgtggg cagtagctac agcagccccg actactcact tcagcatttc 
540 

agctcctctc cggaaagcca ggctcgagct cagttcagtg tggctggcgt ccacacggtg 
600 

cctgggagcc ctcaggcgcg tcacagaaca gtgggcacca acactccccc tagtcctggc 
660 

ttcggctggc gggccatcaa tcccagcatg gctgccccca gcagtcccag tttgagccat 
720 

caccagatga tgggtccacc aggcactggc ttccatggta gcactgtctc cagcccccag 
780 

agcagtgcag cgaccacccc ggggagcccc agcctgtgtc ggcacccagc aggggtctac 
840 

caggtttctg gcctccacaa caaagtggcc accaccccgg ggagtcccag cctgggccgg 
900 

caccctgggg ctcaccaagg caacctggcc tccggtcttc atagcaatgc aatagccagc 
960 

cctggaagcc ccagcctggg ccgtcacctc ggagggtctg gatctgtggt tcccggcagc 
1020 

ccctgcttgg accggcatgt ggcctatggc ggctattcta ccccggagga tcggagaccc 
1080 

acactgtccc ggcagagcag tgcctctggc taccaggctc cttccacgcc ctccttccct 
1140 

gtctcccctg cctactaccc tggcctgagc agccctgcca cctccccgtc accagactcc 
1200 

gcagccttcc ggcaagggag cccaacacca gccttgccag agaagcgaag gatgtcagtg 
1260 

ggagaccggg caggcagcct ccccaactat gccaccatca atgggaaggt gtcttcgcct 
1320 

gtcgccagcg gcatgtccag tcccagtggg ggcagcaccg tctccttctc ccacactctg 
1380 

cccgacttct ccaagtactc catgccagac aacagcccgg agacgcgggc taaagtgaag 
1440 

tttgtccagg acacttctaa gtattggtac aagcctaaga tc 
1482 

<210> 3206 

<211 > 494 

<212> PRT 

<213 > Homo sapiens 


<400> 3206 


Xaa 

1 

Glu 

Met 

Glu 

Gly Thr 
5 

Ser 

Pro 

Ser 

Ser 

10 

Pro 

Pro 

Pro 

Ser 

Gly Val 
15 

Arg 

Ser 

Pro 

Pro 

20 

Gly Leu 

Ala 

Lys 

Thr 

25 

Pro 

Leu 

Ser 

Ala 

Leu 

30 

Gly Leu 

Lys 

Pro 

His 

Asn 

Pro Ala 

Asp 

lie 

Leu 

Leu 

His 

Pro 

Thr 

Gly Glu Pro 
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35 





40 





45 




Arg Ser 

Tyr 

Val 

Glu 

Ser 

Val 

Ala 

Arg 

Thr 

Ala 

Val 

Ala 

Gly 

Pro 

Arg 

50 





55 





60 





Ala Gin 

Asp 

Ser 

Glu 

Pro 

Lys 

Ser 

Phe 

Ser 

Ala 

Pro 

Ala 

Thr 

Gin 

Ala 

65 



70 





75 





80 

Tyr Gly 

His 

Glu 

lie 

Pro 

Leu 

Arg 

Asn 

Gly 

Thr 

Leu 

Gly 

Gly 

Ser 

Phe 



85 





90 





95 


Val Ser 

Pro 

Ser 

Pro 

Leu 

Ser 

Thr 

Ser 

Ser 

Pro 

lie 

Leu 

Ser 

Ala 

Asp 



100 





105 





110 



Ser Thr 

Ser 

Val 

Gly Ser 

Phe 

Pro 

Ser 

Gly 

Glu 

Ser 

Ser 

Asp 

Gin 

Gly 


115 





120 





125 




Pro Arg 

Thr 

Pro 

Thr 

Gin 

Pro 

Leu 

Leu 

Glu 

Ser 

Gly 

Phe 

Arg 

Ser 

Gly 

130 





135 





140 





Ser Leu 

Gly 

Gin 

Pro 

Ser 

Pro 

Ser 

Ala 

Gin 

Arg 

Asn 

Tyr 

Gin 

Ser 

Ser 

145 




150 





155 





160 

Ser Pro 

Leu 

Pro 

Thr 

Val 

Gly Ser 

Ser 

Tyr 

Ser 

Ser 

Pro 

Asp 

Tyr 

Ser 




165 





170 





175 


Leu Gin 

His 

Phe 

Ser 

Ser 

Ser 

Pro 

Glu 

Ser 

Gin 

Ala 

Arg 

Ala 

Gin 

Phe 



180 





185 





190 



Ser Val 

Ala 

Gly 

Val 

His 

Thr 

Val 

Pro 

Gly 

Ser 

Pro 

Gin 

Ala 

Arg 

His 


195 





200 





205 




Arg Thr 

Val 

Gly 

Thr 

Asn 

Thr 

Pro 

Pro 

Ser 

Pro 

Gly 

Phe 

Gly 

Trp 

Arg 

210 





215 





220 





Ala He 

Asn 

Pro 

Ser 

Met 

Ala 

Ala 

Pro 

Ser 

Ser 

Pro 

Ser 

Leu 

Ser 

His 

225 




230 





235 





240 

His Gin 

Met 

Met 

Gly 

Pro 

Pro Gly 

Thr 

Gly 

Phe 

His 

Gly 

Ser 

Thr 

Val 




245 





250 





255 


Ser Ser 

Pro 

Gin 

Ser 

Ser 

Ala 

Ala 

Thr 

Thr 

Pro 

Gly 

Ser 

Pro 

Ser 

Leu 



260 





265 





270 



Cys Arg 

His 

Pro 

Ala 

Gly Val 

Tyr 

Gin 

Val 

Ser 

Gly 

Leu 

His 

Asn 

Lys 


275 





280 





285 




Val Ala 

Thr 

Thr 

Pro 

Gly Ser 

Pro 

Ser 

Leu 

Gly 

Arg 

His 

Pro 

Gly 

Ala 

290 





295 





300 





His Gin 

Gly 

Asn 

Leu 

Ala 

Ser Gly 

Leu 

His 

Ser 

Asn 

Ala 

lie 

Ala 

Ser 

305 




310 





315 





320 

Pro Gly 

Ser 

Pro 

Ser 

Leu Gly Arg 

His 

Leu 

Gly 

Gly 

Ser 

Gly 

Ser 

val 



325 





330 





335 


Val Pro 

Gly 

Ser 

Pro 

Cys 

Leu Asp 

Arg 

His 

Val 

Ala 

Tyr 

Gly 

Gly 

Tyr 



340 





345 





350 



Ser Thr 

Pro 

Glu 

Asp Arg 

Arg 

Pro 

Thr 

Leu 

Ser 

Arg 

Gin 

Ser 

Ser 

Ala 


355 





360 





365 




Ser Gly 

Tyr 

Gin 

Ala 

Pro 

Ser 

Thr 

Pro 

Ser 

Phe 

Pro 

Val 

Ser 

Pro 

Ala 

370 





375 





380 





Tyr Tyr 

Pro 

Gly 

Leu 

Ser 

Ser 

Pro 

Ala 

Thr 

Ser 

Pro 

Ser 

Pro 

Asp 

Ser 

385 




390 





395 





400 

Ala Ala 

Phe 

Arg 

Gin Gly 

Ser 

Pro 

Thr 

Pro 

Ala 

Leu 

Pro 

Glu 

Lys 

Arg 




405 





410 





415 


Arg Met 

Ser 

Val 

Gly Asp Arg 

Ala 

Gly 

Ser 

Leu 

Pro 

Asn 

Tyr 

Ala 

Thr 



420 





425 





430 



lie Asn 

Gly 

Lys 

Val 

Ser 

Ser 

Pro 

Val 

Ala 

Ser 

Gly 

Met 

Ser 

Ser 

Pro 


435 





440 





445 




Ser Gly 

Gly 

Ser 

Thr 

Val 

Ser 

Phe 

Ser 

His 

Thr 

Leu 

Pro 

Asp 

Phe 

Ser 

450 





455 





460 





Lys Tyr 

Ser 

Met 

Pro 

Asp Asn 

Ser 

Pro 

Glu 

Thr 

Arg 

Ala 

Lys 

VaT 

Lys 
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465 470 475 480 

Phe Val Gin Asp Thr Ser Lys Tyr Trp Tyr Lys Pro Lys lie 
485 490 

<210> 3207 
<211> 495 
<212> DNA 

<213 > Homo sapiens 
<4 00> 3207 

ngcgggacgc gcagcgctat ggcagagggc agcggggaag tggtcgcagt gtctgcgacc 
60 

ggggctgcca acggcctcaa caatggggca ggcgggacct cggcgacgac ctgcaacccg 
120 

ctgtcgcgca agctgcataa gatcctggag acgcggctgg acaacgacaa ggagatgtta 
180 

gaagctctca aggcactttc aacctttttt gttgaaaata gtctgcggac tcgaagaaat 
240 

ttacgtggag atattgaacg taaaagttta gccatcaatg aagaatttgt aagcattttc 
300 

aaggaagtga aggaggaact tgaaagcata agcgaagatg ttcaagcaat gagcaactgt 
360 

tgtcaagata tgacaagtcg cctacaggca gcaaaggaac agactcaaga tttaatagta 
420 

aataccacta agcttcaatc tgaaagccaa aaattagaga taagagctca agttgcagat 
480 

gccttcttat ccaag 
495 

<210> 3208 
<211> 107 
<212> PRT 

<213> Homo sapiens 
<400> 3208 


Met Leu 

Glu 

Ala 

Leu 

Lys 

Ala 

Leu 

Ser 

Thr 

Phe 

Phe 

Val 

Glu 

Asn 

Ser 

1 



5 





10 





15 


Leu Arg 

Thr 

Arg 

Arg 

Asn 

Leu Arg 

Gly 

Asp 

lie 

Glu Arg 

Lys 

Ser 

Leu 



20 





25 





30 



Ala He 

Asn 

Glu 

Glu 

Phe 

Val 

Ser 

lie 

Phe 

Lys 

Glu 

Val 

Lys 

Glu 

Glu 


35 





40 





45 


, 


Leu Glu 

Ser 

lie 

Ser 

Glu 

Asp 

Val 

Gin 

Ala 

Met 

Ser 

Asn 

Cys 

Cys 

Gin 

50 





55 





60 





Asp Met 

Thr 

Ser 

Arg 

Leu 

Gin 

Ala 

Ala 

Lys 

Glu 

Gin 

Thr 

Gin Asp 

Leu 

65 




70 





75 





80 

lie Val 

Asn 

Thr 

Thr 

Lys 

Leu 

Gin 

Ser 

Glu 

Ser 

Gin 

Lys 

Leu 

Glu 

lie 




85 





90 





95 


Arg Ala 

Gin 

Val 

Ala 

Asp 

Ala 

Phe 

Leu 

Ser 

Lys 








100 





105 









<2 10> 3209 
<211> 346 
<212> DNA 

<213 > Homo sapiens 
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<400> 3209 

tgttcctcta ggtggggcag gtagggggtc cagcttcctg cttgctggtg gttcaggtca 
60 

tgcgtccagc cttgtccctt ctgacctggg ccctacccac ggggaaatgt tcccatagca 
120 

gaagaatcag ccccacagtg caggggtgtg ttagtgggga acgggctctg ggctcctgtg 
180 

ggaaccaggg accccctatc ttggtaccgg tcattggatg tatccccagc tcatgcctgt 
240 

gtctgtcttg gcccgtgtgg tcaccctgtg ttcatctctc tcccagccat ggcctctcaa 
300 

actggggttt tcgtctccct atgagggggt cctggtatgt acgcgt 
346 

<210> 3210 
<211> 95 
<212> PRT 

<213 > Homo sapiens 
<4 00> 3210 


Met Arg 

Pro 

Ala 

Leu 

Ser 

Leu 

Leu 

Thr 

Trp Ala 

Leu 

Pro 

Thr 

Gly Lys 

. 1 




5 





10 





15 


Cys 

Ser 

His 

Ser 

Arg 

Arg 

lie 

Ser 

Pro 

Thr 

val 

Gin 

Gly Cys 

Val 

Ser 




20 





25 





30 



Gly Glu 

Arg 

Ala 

Leu 

Gly Ser 

Cys 

Gly 

Asn 

Gin Gly 

Pro 

Pro 

lie 

Leu 



35 





40 





45 




Val 

Pro 

Val 

He 

Gly 

Cys 

lie 

Pro 

Ser 

Ser 

Cys 

Leu 

Cys 

Leu 

Ser 

Trp 


50 





55 





60 





Pro 

Val 

Trp 

Ser 

Pro 

Cys 

Val 

His 

Leu 

Ser 

Pro 

Ser 

His 

Gly 

Leu 

Ser 

65 





70 





75 





80 

Asn 

Trp 

Gly 

Phe 

Arg 

Leu 

Pro 

Met 

Arg 

Gly 

Ser 

Trp 

Tyr 

Val 

Arg 






85 





90 





95 



<210> 3211 

<211> 1728 

<212 > DNA 

<213> Homo sapiens 

<4 00> 3211 

tccggaaata taaagttgag ctaccagttt tcagaaatcc atgaagactc taccgtctgc 
60 

tggacaaaag attccaagtc gatagcccag gccaagaaaa gcgcagggga caactccagt 
120 

gtttccttgg ccatcgtgca agccagtccg aaggaccagg gactctatta ctgctgcatc 
180 

aagaacagct acggaaaagt gactgctgaa tttaacctca cagctgaagt tctcaaacag 
240 

ctgtcaagtc acacagaata ctaaaggatg tgaagagatt gaattcagcc aactcatctt 
300 

caaagaagac ttcctccatg acagctactt tgggggccgc ctgcgtggtc agatcgccac 
360 

ggaggagctg cactttggag aaggggttca ccgcaaagcc ttccgcagca cagtgatgca 
420 
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cggcctcatg cctgtcttca aacctggcca tgcctgtgtg cttaaggtgc acaatgccat 
480 

tgcctatggg accagaaata atgatgagct catccaaagg aactacaaac tcgctgccca 
540 

ggaatgctat gttcaaaata ctgccaggta ttatgccaag atctacgctg ctgaagcaca 
600 

gcctctggaa ggctttggag aagtacctga gatcattcct atttttctta tccatcggcc 
660 

tgagaacaat atcccgtatg ctacagtgga ggaggagctg attggagaat ttgtgaagta 
720 

ttccatcagg gatgggaaag aaataaactt cttgagaaga gaatcagaag ctggtcagaa 
780 

atgttgcacc ttccagcact gggtgtacca gaaaacaagt ggctgcctcc tggtgacgga 
840 

catgcaaggt gtaggaatga agctaactga cgttggcata gcaacgctgg ctaaagggta 
900 

caagggattt aaaggcaact gttccatgac cttcattgat cagtttaaag cactacacca 
960 

gtgtaacaag tattgcaaaa tgctgggact gaaatccctt caaaacaaca accagaaaca 
1020 

gaagcagccg agcattggga aaagcaaagt tcaaacaaac tctatgacag taaagaaggc 
1080 

agggcctgag accccaggcg aaaagaaaac ctaacgtccc cgggtaacct aatggccact 
1140 

ggctagcagc acacaatctc gccagggaaa atctgaggcc acacaggaga gaatatacag 
1200 

cctgcagaga gtgcgtggca atccttactc ccagccgact gtgcgccaag atgcttctaa 
1260 

acccatcacc tgctgtcttc actcaaatga tttcagaaca ggatttgcga ccaggtttat 
1320 

ggggagattg aatcaacgat tggtctcaaa gacagtccat tctttatata catgtttagc 
1380 

atttttacca acctcacatc atgtgtatat ttgtgtattt gcacatggtt gtgctgtcga 
1440 

ggacctggtg ctgagaagag tctgttcaca gccaaaattc ttcccactgt cattcctaac 
1500 

ctgggatttc tagacacatc ctgctgtgat gtaaacagaa atcacgaatt cgctcactgg 
1560 

atcaagttgt tccactggtg tctaatacgc tattgttgcc ggaggtgggt tctgtgacgt 
1620 

gaagccattt cccatcattc aacagccagt tacaattttc tgtttaatta aattcatatt 
1680 

taaacaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaa 
1728 

<210> 3212 

<211> 87 

<2 12> PRT 

<213 > Homo sapiens 

<400> 3212 

Ser Gly Asn He Lys Leu Ser Tyr Gin Phe Ser Glu lie His Glu Asp 
1 5 10 15 

Ser Thr Val Cys Trp Thr Lys Asp Ser Lys Ser lie Ala Gin Ala Lys 
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20 25 30 

Lys Ser Ala Gly Asp Asn Ser Ser Val Ser Leu Ala lie Val Gin Ala 
35 40 45 

Ser Pro Lys Asp Gin Gly Leu Tyr Tyr Cys Cys lie Lys Asn Ser Tyr 
50 55 60 

Gly Lys Val Thr Ala Glu Phe Asn Leu Thr Ala Glu Val Leu Lys Gin 
65 70 75 BO 

Leu Ser Ser His Thr Glu Tyr 
85 

<210> 3213 
<211> 348 
<212> DNA 

<213 > Homo sapiens 
<400> 3213 

acgcgtgaag gggaagcggc ggggtagtaa cagattatgg gcaacagtcc ttttaattaa 
60 

tctaccgtca tcatggctaa tgaggactgt cccaaggctg ctgatagtcc tttttcatca 
120 

gataaacatg cccaactcat cttggcccaa atcaataaga tgagaaatgg acagcatttc 
180 

tgtgatgtgc agctgcaagt tggacaggaa agttttaaag ctcatcggct ggttttggct 
240 

gccagcagtc cttactttgc agctttgttc actggaggaa tgaaagagtc ctcaaaagat 
300 

gttgtaccga ttctaggaat tgaagcagga atctttcaga tacttcta 
348 

<210> 3214 
<211> 92 
<212> PRT 

<213> Homo sapiens 
<400> 3214 

Met Ala Asn Glu Asp Cys Pro Lys Ala Ala Asp Ser Pro Phe Ser Ser 

1 .5 10 15 

Asp Lys His Ala Gin Leu He Leu Ala Gin lie Asn Lys Met Arg Asn 

20 25 30 

Gly Gin His Phe Cys Asp Val Gin Leu Gin Val Gly Gin Glu Ser Phe 
35 40 45 

Lys Ala His Arg Leu Val Leu Ala Ala Ser Ser Pro Tyr Phe Ala Ala 
50 55 60 

Leu Phe Thr Gly Gly Met Lys Glu Ser Ser Lys Asp Val Val Pro lie 
65 70 75 80 

Leu Gly lie Glu Ala Gly lie Phe Gin lie Leu Leu 
85 90 

<210> 3215 
<211> 597 
<212> DNA 

<213 > Homo sapiens 
<4 00> 3215 
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acgcgtgcgc gctcccggca ggagagggcc agccggcccc ggcttaccat cttgaacgtg 
60 

tgcaacactg gggacaagat ggtggagtgc cagctggaga cgcacaacca caagatggtg 
120 

accttcaagt tcgacttgga cggggacgca cccgatgaaa ttgccacgta tatggtggag 
180 

catgacttta tcctgcaggc cgagcgggaa acgttcatcg agcagatgaa ggatgtcatg 
240 

gacaaggcag aggacatgct cagcgaggac acagacgccg accgtggctc cgacccaggg 
300 

accagcccgc cacacctcag cacctgcggc ctgggcaccg gggaggagag ccgacaatcc 
360 

caagccaacg cccccgtgta tcagcagaac gtcctgcaca ccgggaagag gtggttcatc 
420 

atctgtccgg tgcctgagcc ccccgccccc gagggccctt gaatcttcgc ccccacttcc 
480 

tctaagctcc ctgccgccag aagccagcca agattcagcg ccctataaag accagctgtc 
540 

ctcgaaggaa caacccagct ttctagccag tcagcagctc ctgggccagg cgggccc 
597 

<210> 3216 
<211> 153 
<212> PRT 

<213 > Homo sapiens 
<400> 3216 

Thr Arg Ala Arg Ser Arg Gin Glu Arg Ala Ser Arg Pro Arg Leu Thr 
1 5 10 15 

lie Leu Asn Val Cys Asn Thr Gly Asp Lys Met Val Glu Cys Gin Leu 
20 '25 30 

Glu Thr His Asn His Lys Met Val Thr Phe Lys Phe Asp Leu Asp Gly 
35 40 45 

Asp Ala Pro Asp Glu lie Ala Thr Tyr Met Val Glu His Asp Phe lie 
50 55 60 

Leu Gin Ala Glu Arg Glu Thr Phe He Glu Gin Met Lys Asp Val Met 

65 70 75 80 

Asp Lys Ala Glu Asp Met Leu Ser Glu Asp Thr Asp Ala Asp Arg Gly 

85 90 95 

Ser Asp Pro Gly Thr Ser Pro Pro His Leu Ser Thr Cys Gly Leu Gly 
100 105 110 

Thr Gly Glu Glu Ser Arg Gin Ser Gin Ala Asn Ala Pro Val Tyr Gin 
115 120 125 

Gin Asn Val Leu His Thr Gly Lys Arg Trp Phe lie lie Cys Pro Val 
130 135 140 

Pro Glu Pro Pro Ala Pro Glu Gly Pro 
145 150 

<210> 3217 
<211> 2570 
<212> DNA 

<2 13 > Homo sapiens 
<400> 3217 


2423 



WO 00/58473 


PCT/US00/08621 


ggggtca aa g ctcgccagta 
60 

gactttgtaa agctgcggga 
120 

acccatacca ggcactatga 
180 

gatgtgggcc cagaaaacaa 
240 

gagttccatg gtgaacgtca 
300 

gtaaaggaga aagaagccat 
360 

caccttaaga gacttcacca 
420 

gaagaagaaa taattgcttt 
480 

tcctttctgg caacaggcag 
540 

ttgtaaaaca gaagttccag 
600 

aaaactagaa gtgtgctttg 
660 

acagccacag ttactgatat 
720 

ccagagtgaa tgatactaca 
780 

ttcaaaatct gaatcttttt 
840 

gacacctttg ctttctgatg 
900 

gtataaatta ctttcaggct 
960 

gagtcgggtc ccgttgtgta 
1020 

tccctagcat tttggataag 
1080 

gttgttagaa atgtttaagt 
1140 

aagctattgt cactgcagtg 
1200 

gaacccatta atatcgtggc 
1260 

tatatgctaa aaattttggg 
1320 

ctcttaatag ttttatagaa 
1380 

tcttaagctt ttgtgtcaga 
1440 

atggctgacg tattactgtg 
1500 

ataagctatt ttttcctaag 
1560 

taggaaaact tttcattaca 
1620 


cccttggggt gttgtacaag 
aatgctcatt tgtacaaata 
gctttacagg cgctgcaaac 
gccagtcagt gttcaagaga 
gaggaaggaa gaagaaatga 
attgaaagaa gctgagagag 
agaagagaga atgaagcttg 
ctctaaaaag aaagctacct 
caacctgagt aaggacaagg 
agcacagaag gtcatcatca 
attttgctgt tatttgtttt 
ttatggaaaa gtactttcaa 
agttgagcat ctctaattca 
gagcactgac ttgaccccac 
gttcagttta aacagatttt 
atatgtataa ggtggatgtg 
tatgcagata ttccaaacct 
ggatactcag cttgtaccta 
tgctgttctg tgatgaatct 
cattatacca aagagcgaag 
tatctgatta catttatatt 
gaatatgttt tgggatgtat 
cttaaaaatt ttttatacaa 
ttatttaata tgatgacttc 
gtgaaacaaa atatctttaa 
gataaagtac ctttgagcat 
tacttgttta aactctgtct 


tggaaaatga aaaccactgt 
tggaggacct gcgagagcag 
tggaggaaat gggctttaca 
cctatgaagc caaaagacat 
aacagatgtt tgtgcagcga 
agctacaggc caaatttgag 
aagaacaaag aagacttttg 
ccgagatatt* tcacagccag 
accataagaa ctccaatttt 
caagcaaact ttattaaaaa 
atcacttcta tatttggtga 
gtacaaggtc aatacataag 
aaaatctgaa atccagaagc 
aagtggaaaa ttccccaccc 
gtttcttgca caaaattttt 
aaacatgaat tatgtaatta 
gaaatccaaa acacttctgg 
tatattcata tatattcact 
aaatcttttc tcttgctacc 
tcagtgccac tgaaaataca 
ccaagatgaa ccttttttta 
tatggagcca aaactctaac 
ttacccaatt ggtgatatga 
atgctttatt atgccttatt 
aagttaaaac atccagatat 
gagtgtatca cagctttcat 
cccagggtaa aaataataag 
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gttgaatcat tttattaaaa atacttttta agaaaataac tatgaacatc tgaatattaa 
1680 

agatataaaa atgcacataa ttcatatttc aggtggtatt tgcattcagt gccttactgg 
1740 

tattctcaga acattttaat gatttctaac atttcttaac agtcatagat atatacattt 
1800 

tcattttttg tacttgaata ttctaaataa aactgacatt tactcttgac aaataaaaca 
1860 

tatatttact aaaaaaaaaa aaaaaaaacc tcgtgccgaa ttcggagagt ctaggaatac 
1920 

tgttaaagga aaaaaaagag gggggaagat caggtcatac tatctactct cctcatctct 
1980 

aacagctcag gatctcttag cattttaatt agatgtaatt gtttgtcttt aactgtcaaa 
2040 

aagtttggtt ctgtgtctgt gttttaataa gacgagagga cgagcgattg aggtgtatgg 
2100 

agagaaaaca gacctaatgc tccttgttcc tagagtagag tggagggagg gtggcctaag 
2160 

agttgagctc tcggaactgc atgctgctgg acagtatcac tgtctttcct agatggcagt 
2220 

cactgaattc cattttttca aggtaatttc ttgtgcctct aatagcccaa gaatgggagg 
2280 

ttgatcagat ctgacatgat tccttcctgt tctgaactgt ggggtgtgca catctctgct 
2340 

tgagtcaggt ttgagtagag gcttagagac agttgggtga gaacaaccaa aatcttatca 
2400 

tggtctcagt cataatcatt agggggaact ctagccaaat ggtttaactt ctgcctgtgg 
2460 

aactggggat tgggtgggca ggaaaaggtg atatccattc tttctgataa ctagatggtg 
2520 

ctgagaagct tttgaataaa aactttgcta aatgaaaaaa aaaaaaaaaa 
2570 

<210> 3218 

<211> 181 

<212> PRT 

<213 > Homo sapiens 

<4 00 > 3218 

Gly Val Lys Ala Arg Gin Tyr Pro Trp Gly Val Val Gin Val Glu Asn 
15 10 15 

Glu Asn His Cys Asp Phe Val Lys Leu Arg Glu Met Leu He Cys Thr 
20 25 30 

Asn Met Glu Asp Leu Arg Glu Gin Thr His Thr Arg His Tyr Glu Leu 
35 40 45 

Tyr Arg Arg Cys Lys Leu Glu Glu Met Gly Phe Thr Asp Val Gly Pro 
50 55 60 

Glu Asn Lys Pro Val Ser Val Gin Glu Thr Tyr Glu Ala Lys Arg His 

65 70 75 80 

Glu Phe His Gly Glu Arg Gin Arg Lys Glu Glu Glu Met Lys Gin Met 

85 90 95 

Phe Val Gin Arg Val Lys Glu Lys Glu Ala lie Leu Lys Glu Ala Glu 
100 105 110 

Arg Glu Leu Gin Ala Lys Phe Glu His Leu Lys Arg Leu His Gin Glu 
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115 120 
Glu Arg Met Lys Leu Glu Glu Gin 
130 135 

lie Ala Phe Ser Lys Lys Lys Ala 
145 150 

Ser Phe Leu Ala Thr Gly Ser Asn 
165 

Asn Ser Asn Phe Leu 
180 

<210> 3219 
<211> 1241 
<212 > DNA 
<213> Homo sapiens 

<4 00> 3219 

gcgcgccatg taccacaccc agcacctcag gtcccgccca gcagggggct cggctgtgcc 
60 

tcctctggac gccacgttgt cccagcccag gttcatgtca atggtgggng cgttacatct 
120 

gagcgggaga cagacatcct ggacgatgaa ttgccaaacc aggatggtca cagtgcgggc 
180 

agcatgggca cactctcttc tctggacggg gtcaccaaca tcagtgaggg gggctaccca 
240 

gaggccctgt ccccactgac caacggtctg gacaagtcct accccatgga gcctatggtc 
300 

aatggaggag gctaccccta cgagtctgcc agccgggcgg ggcctgccca tgctggccac 
360 

acggccccca tgcggccctc ctactctgca caggagggtt tagctggcta ccagagggag 
420 

gggccccacc cagcctggcc acagccagtg accacctccc actatgccca tgaccccagc 
480 

ggtatgttcc gctctcaatc cttttcggaa gctgaacccc agctgccccc agctccggtc 
540 

cgagggggaa gcagccggga ggctgtgcaa aggggactga attcgtggca gcagcagcag 
600 

cagcagcagc agcagcctcg cccacctcca cgccagcagg aaagagccca cttggagagt 
660 

cttgtagcca gcaggcccag ccctcagcca ttggcagaga cccccatccc cagtctccct 
720 

gagttcccgc gagcagcctc ccagcaggag attgaacagt ccatcgaaac actcaatatg 
780 

ctgatgctgg acctggagcc agcctccgct gctgccccac tacacaagtc ccagagtgtc 
840 

cccggggcct ggccaggggc ttctccactc tcctcccagc ccctctctgg atcctcccgt 
900 

cagtcccatc cactgaccca gtccagatct ggctatatcc ccagtgggca ttcgttggga 
960 

acccctgagc cagccccacg ggcctctctg gagtctgtcc ctcctggcag gtcttactca 
1020 

ccttatgact atcagccatg tttggctggg cctaaccagg atttccattc aaagagccca 
1080 

gcctcttcct ccttgcctgc cttccttccg accacccaca gccctccagggcctcagcaa 
1140 


125 

Arg Arg Leu Leu Glu Glu Glu lie 
140 

Thr Ser Glu He Phe His Ser Gin 
155 160 
Leu Ser Lys Asp Lys Asp His Lys 
170 175 
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cccccagcct ctctccctgg cctcactgct cagcctctgc tctcaccaaa ggaagcgact 
1200 

tcagacccct cccggactcc agaggaggag ccattgaatt c 
1241 

<210> 3220 
<211> 413 
<212> PRT 

<213> Homo sapiens 


<400> 3220 


Ala Arg 

His 

Val 

Pro 

His 

Pro 

Ala 

Pro 

Gin 

Val 

Pro 

Pro 

Ser 

Arg 

Gly 

1 



5 





10 





15 


Leu Gly 

Cys 

Ala 

Ser 

Ser 

Gly 

Arg 

His 

Val 

Val 

Pro 

Ala 

Gin 

Val 

His 



20 





25 





30 



Val Asn 

Gly 

Gly 

Xaa 

Val 

Thr 

Ser 

Glu 

Arg 

Glu 

Thr 

Asp 

lie 

Leu 

Asp 


35 





40 





45 




Asp Glu 

Leu 

Pro 

Asn 

Gin 

Asp 

Gly 

His 

Ser 

Ala 

Gly 

Ser 

Met 

Gly 

Thr 

50 





55 





60 





Leu Ser 

Ser 

Leu 

Asp 

Gly 

Val 

Thr 

Asn 

lie 

Ser 

Glu 

Gly 

Gly 

Tyr 

Pro 

65 




70 





75 





80 

Glu Ala 

Leu 

Ser 

Pro 

Leu 

Thr 

Asn 

Gly 

Leu 

Asp 

Lys 

Ser 

Tyr 

Pro 

Met 




85 





90 





95 


Glu Pro 

Met 

Val 

Asn 

Gly 

Gly 

Gly 

Tyr 

Pro 

Tyr 

Glu 

Ser 

Ala 

Ser 

Arg 



100 





105 





110 



Ala Gly 

Pro 

Ala 

His 

Ala 

Gly 

His 

Thr 

Ala 

Pro 

Met 

Arg 

Pro 

Ser 

Tyr 


115 





120 





125 




Ser Ala 

Gin 

Glu 

Gly 

Leu 

Ala 

Gly 

Tyr 

Gin 

Arg 

Glu 

Gly 

Pro 

His 

Pro 

130 





135 





140 





Ala Trp 

Pro 

Gin 

Pro 

Val 

Thr 

Thr 

Ser 

His 

Tyr 

Ala 

His 

Asp 

Pro 

Ser 

145 




150 





155 





160 

Gly Met 

Phe 

Arg 

Ser 

Gin 

Ser 

Phe 

Ser 

Glu 

Ala 

Glu 

Pro 

Gin 

Leu 

Pro 




165 





170 





175 


Pro Ala 

Pro 

Val 

Arg 

Gly 

Gly 

Ser 

Ser 

Arg 

Glu 

Ala 

Val 

Gin 

Arg 

Gly 



180 





185 





190 



Leu Asn 

Ser 

Trp 

Gin 

Gin 

Gin 

Gin 

Gin 

Gin 

Gin 

Gin 

Gin 

Pro 

Arg 

Pro 


195 





200 





205 




Pro Pro 

Arg 

Gin 

Gin 

Glu 

Arg 

Ala 

His 

Leu 

Glu 

Ser 

Leu 

Val 

Ala 

Ser 

210 





215 





220 





Arg Pro 

Ser 

Pro 

Gin 

Pro 

Leu 

Ala 

Glu 

Thr 

Pro 

lie 

Pro 

Ser 

Leu 

Pro 

225 




230 





235 





240 

Glu Phe 

Pro 

Arg 

Ala 

Ala 

Ser 

Gin 

Gin 

Glu 

lie 

Glu 

Gin 

Ser 

lie 

Glu 



245 





250 





255 


Thr Leu 

Asn 

Met 

Leu 

Met 

Leu 

Asp 

Leu 

Glu 

Pro 

Ala 

Ser 

Ala 

Ala 

Ala 



260 





265 





270 



Pro Leu 

His 

Lys 

Ser 

Gin 

Ser 

Val 

Pro 

Gly 

Ala 

Trp 

Pro Gly 

Ala 

Ser 


275 





280 





285 




Pro Leu 

Ser 

Ser 

Gin 

Pro 

Leu 

Ser 

Gly 

Ser 

Ser 

Arg 

Gin 

Ser 

His 

Pro 

290 





295 





300 





Leu Thr 

Gin 

Ser 

Arg 

Ser 

Gly 

Tyr 

He 

Pro 

Ser 

Gly 

His 

Ser 

Leu 

Gly 

305 




310 





315 





320 

Thr Pro 

Glu 

Pro 

Ala 

Pro 

Arg 

Ala 

Ser 

Leu 

Glu 

Ser 

Val 

Pro 

Pro 

Gly 




325 





330 





335 


Arg Ser 

Tyr 

Ser 

Pro 

Tyr 

Asp 

Tyr 

Gin 

Pro 

Cys 

Leu 

Ala Gly 

Pro 

Asn 
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340 345 350 

Gin Asp Phe His Ser Lys Ser Pro Ala Ser Ser Ser Leu Pro Ala Phe 
355 360 365 

Leu Pro Thr Thr His Ser Pro Pro Gly Pro Gin Gin Pro Pro Ala Ser 
370 375 380 

Leu Pro Gly Leu Thr Ala Gin Pro Leu Leu Ser Pro Lys Glu Ala Thr 
385 390 395 400 

Ser Asp Pro Ser Arg Thr Pro Glu Glu Glu Pro Leu Asn 
405 410 


<210> 3221 
<211> 1585 
<212> DNA 

<213 > Homo sapiens 
<400> 3221 

ctcctggctg tcctccgacc 
60 

ccccaacgct cctgcaccgc 
120 

gcaggctgga aggagatgcg 
180 

tttgaggtct tgtgtcctgc 
240 

cccttccagc tgcacagcgc 
300 

ctctgccggg gacagctccc 
360 

tgggacaaac tctcgggcga 
420 

aaatgcgcag agctccctaa 
480 

acgggcttcg agctggggaa 
540 

acccttgggg ggaccggggt 
600 

ccgcagagaa catggccaat 
660 

gaacaagaca attcagtaac 
720 

atgtctaccc ttcaaatgtc 
780 

agcgtgattt ccaagtttaa 
840 

tcctctgccg tggtcttcat 
900 

atgacagtac ttgggcttgt 
960 

aaggagtcta tgggcccgcc 
1020 

cagtttgcac attgcacaaa 
1080 

gcagagggtg ccttgctgcg 
1140 


ccggcggtct cgaaagcgac 
gcggagatgg cacatccagg 
atgccacctg cgcgccaacg 
gccgcgcccc ggggccgcct 
cgctctggac ttcagtccac 
gatctcagtt acttgcatcg 
tgtgttgtgt ccctgccccg 
ctgcctagac gacttgggag 
ggacggccrgc tcttgtgtga 
gcccaccagg cgcccgccgg 
cagggtcgac gagaagctgg 
atctattcct gagattcctc 
ccttcaagcc gagtcaaagg 
ttctacgact tcctctgcca 
atttgtgagc acagcagtag 
caagctctgc tttcacgaaa 
gggctgtgat gagtgatcct 
caatggggtg aaagtcgggg 
gagtccccgt ctttgggctc 


acgtgcagtg ggtggaggag 
ccaccggtgg ggtcgagccc 
gctacctgtg caagtaccag 
ctaacttgag ctatcgcgcg 
ctgggaccga ggtgagtgcg 
cggacgaaat cggcgctcgc 
ggaggtacct ccgtgctggc 
gctttgcctg cgaatgtgct 
ccagtgggga aggacagccg 
ccactgcaac cagccccgtg 
gagagacacc acttgtccct 
gatggggatc acagagcacg 
ccactatcac cccatcaggg 
ctcctcaggc tttcgactcc 
tagtgttggt gatcttgacc 
gcccctcttc ccagccaagg 
gagcccgctg ctttgggctc 
actgtgatct gcgggacaga 
tagtgatgca tagggaaaca 
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ggggacatgg gcactcctgt gaacagtttt tcacttttga tgaaacgggg aaccaagagg 
1200 

aacttacttg tgtaactgac aatttctgca gaaatccccc ttcctctaaa ttccctttac 
1260 

tccactgagg agctaaatca gaactgcaca ctccttccct gatgatagag gaagtggaag 
1320 

tgcctttagg atggtgatac tgggggaccg ggtagtgctg gggagagata ttttcttatg 
1380 

tttattcgga gaatttggag aagtgattga acttttcaag acattggaaa caaatagaac 
1440 

acaatataat ttacattaaa aaataatttc taccaaaatg gaaaggaaat gttctatgtt 
1500 

gttcaggcta ggagtatatt ggttcgaaat cccagggaaa aaaaataaaa ataaaaaatt 
1560 

aaaggattgt tgataaaaaa aaaaa 
1585 

<210> 3222 
<211> 331 
<212> PRT 

<213> Homo sapiens 


<400> 3222 


Leu 

Leu 

Ala 

Val 

Leu 

Arg 

Pro 

Arg 

Arg 

Ser 

Arg 

Lys 

Arg 

His 

Val 

Gin 

1 




5 





10 





15 


Trp Val 

Glu 

Glu 

Pro 

Gin 

Arg 

Ser 

Cys 

Thr 

Ala 

Arg 

Arg 

Trp 

His 

lie 




20 





25 





30 



Gin 

Ala 

Thr 

Gly 

Gly 

Val 

Glu 

Pro 

Ala 

Gly 

Trp 

Lys 

Glu 

Met 

Arg 

Cys 



35 





40 





45 




His 

Leu 

Arg 

Ala 

Asn 

Gly 

Tyr 

Leu 

Cys 

Lys 

Tyr 

Gin 

Phe 

Glu 

Val 

Leu 


50 





55 





60 





Cys 

Pro 

Ala 

Pro 

Arg 

Pro 

Gly 

Ala 

Ala 

Ser 

Asn 

Leu 

Ser 

Tyr 

Arg 

Ala 

65 





70 





75 





80 

Pro 

Phe 

Gin 

Leu 

His 

Ser 

Ala 

Ala 

Leu 

Asp 

Phe 

Ser 

Pro 

Pro 

Gly 

Thr 





85 





90 





95 


Glu 

Val 

Ser 

Ala 

Leu 

Cys 

Arg 

Gly 

Gin 

Leu 

Pro 

lie 

Ser 

Val 

Thr 

Cys 




100 





105 





110 



He 

Ala 

Asp 

Glu 

lie 

Gly 

Ala 

Arg 

Trp 

Asp 

Lys 

Leu 

Ser 

Gly 

Asp 

Val 



115 





120 





125 




Leu Cys 

Pro 

Cys 

Pro 

Gly 

Arg 

Tyr 

Leu 

Arg 

Ala 

Gly 

Lys 

Cys 

Ala 

Glu 


130 





135 





140 





Leu 

Pro 

Asn 

Cys 

Leu 

ASp 

Asp 

Leu 

Gly 

Gly 

Phe 

Ala 

Cys 

Glu 

Cys 

Ala 

145 





150 





155 





160 

Thr Gly 

Phe 

Glu 

Leu 

Gly 

Lys 

Asp 

Gly 

Arg 

Ser 

Cys 

Val 

Thr 

Ser 

Gly 





165 





170 





175 


Glu Gly 

Gin 

Pro 

Thr 

Leu 

Gly 

Gly 

Thr 

Gly 

Val 

Pro 

Thr 

Arg 

Arg 

Pro 




180 





185 





190 



Pro 

Ala 

Thr 

Ala 

Thr 

Ser 

Pro 

Val 

Pro 

Gin 

Arg 

Thr 

Trp 

Pro 

lie 

Arg 



195 





200 





205 




Val 

Asp 

Glu 

Lys 

Leu 

Gly 

Glu 

Thr 

Pro 

Leu 

Val 

Pro 

Glu 

Gin 

Asp 

Asn 


210 





215 





220 





Ser 

Val 

Thr 

Ser 

lie 

Pro 

Glu 

lie 

Pro 

Arg 

Trp 

Gly 

Ser 

Gin 

Ser 

Thr 

225 





230 





235 





240 

Met 

Ser 

Thr 

Leu 

Gin 

Met 

Ser 

Leu 

Gin 

Ala 

Glu 

Ser 

Lys 

Ala 

Thr 

lie 
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Thr Pro 

Ala Thr 

Val Ser 
290 
Gly Leu 
305 

Lys Glu 


<210> 3223 
<211> 985 
<212> DNA 

<213 > Homo sapiens 
<400> 3223 

nnacgcgtgg ttcacgggct gcagcctccc tgcttccagg agccgtgcag caaccccgac 
60 

agcctgattt ttggggcact gaccatcatg accggcgtca ttggggtcat cttgggggca 
120 

gaagcttcga ggaggtacaa gaaagtcatt ccaggagctg agcccctcat ctgcgcctcc 
180 

agcctgcttg ccacagcccc ctgcctctac ctggctctcg tcctggcccc gaccaccctg 
240 

ctggcctcct atgtgttcct gggccttggg gagctgcttc tgtcctgcaa ctgggcagtg 
300 

gttgccgaca tcctgctgtc tgtggtggtg cccagatgcc gggggacggc agaggcactt 
360 

cagatcacgg tgggccacat cctgggagac gctggcagcc cctatctcac aggacttatc 
420 

tctagtgtcc tgcggccagg cgccctgact cctctgcagc gcttccgcag cctgcagcag 
480 

agcttcctgt gctgcgcctt tgtcatcgcc ctggggggcg gctgcttcct gctgactgcg 
540 

ctgtacctgg agagagacga gacccgggcc tggcagcctg tcacagggac cccagacagc 
600 

aatgatgtgg acagcaacga cctggagaga caaggcctac tttcgggcgc tggcgcctct 
660 

acagaggagc cctgaggtcc ctgcctacac tcgtcctgcc tgcaagcctc ccgttggtcc 
720 

ccacagcagc agtgcctcgg ttcctctttg gctgtcctcg gggactccgg ctgaggcaca 
780 

tctgccactt ttgaattccc ggctggagag ctggcaggac cctgtggctg ggctgggaat 
840 

ggagctgtca gcactctgcg tgggaggcct gggcctgtgc ctgcatcccg ctcaaggctg 
900 

ccccagcctg gggtccccag cctggctgct gctgggccct gaataaagag aggccagtac 
960 

aaagcccatg gattttgggc ctgta 
985 

<210> 3224 




245 





Ser 

Gly 

260 

Ser 

Val 

lie 

Ser 

Lys 

265 

Pro 

275 

Gin 

Ala 

Phe 

Asp 

Ser 

280 

Ser 

Thr 

Ala 

Val 

Val 

Val 

295 

Leu 

Val 

Val 

Lys 

Leu 

Cys 

310 

Phe 

His 

Glu 

Ser 

Met 

Gly 

325 

Pro 

Pro Gly 

Cys 


250 

Phe 

Asn 

Ser 

Thr 

Thr 

255 

Ser 

Ser 

Ser 

Ala 

Val 

Val 

270 

Phe 

lie 

Phe 

lie 

Leu 

Thr 

285 

Met 

Thr 

Val 

Leu 

Ser 

Pro 

300 

Ser 

Ser 

Gin 

Pro 

Arg 

Asp 

330 

315 

Glu 





320 
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<211> 224 
<212 > PRT 

<213 > Homo sapiens 
<400> 3224 

Xaa Arg Val Val His Gly Leu Gin Pro Pro Cys Phe Gin Glu Pro Cys 
1 5 10 15 

Ser Asn Pro Asp Ser Leu He Phe Gly Ala Leu Thr lie Met Thr Gly 
20 25 30 

Val lie Gly Val lie Leu Gly Ala Glu Ala Ser Arg Arg Tyr Lys Lys 
35 40 45 

Val lie Pro Gly Ala Glu Pro Leu lie Cys Ala Ser Ser Leu Leu Ala 
SO 55 60 

Thr Ala Pro Cys Leu Tyr Leu Ala Leu Val Leu Ala Pro Thr Thr Leu 

65 70 75 80 

Leu Ala Ser Tyr Val Phe Leu Gly Leu Gly Glu Leu Leu Leu Ser Cys 

85 90 95 

Asn Trp Ala Val Val Ala Asp lie Leu Leu Ser Val Val Val Pro Arg 
100 105 110 

Cys Arg Gly Thr Ala Glu Ala Leu Gin lie Thr Val Gly His lie Leu 
115 120 125 

Gly Asp Ala Gly Ser Pro Tyr Leu Thr Gly Leu lie Ser Ser Val Leu 
130 135 140 

Arg Pro Gly Ala Leu Thr Pro Leu Gin Arg Phe Arg Ser Leu Gin Gin 

145 150 155 160 

Ser Phe Leu Cys Cys Ala Phe Val lie Ala Leu Gly Gly Gly Cys Phe 

165 170 175 

Leu Leu Thr Ala Leu Tyr Leu Glu Arg Asp Glu Thr Arg Ala Trp Gin 
180 185 190 

Pro Val Thr Gly Thr Pro Asp Ser Asn Asp Val Asp Ser Asn Asp Leu 
195 200 205 

Glu Arg Gin Gly Leu Leu Ser Gly Ala Gly Ala Ser Thr Glu Glu Pro 
210 215 220 

<210> 3225 
<211> 506 
<212 > DNA 

<213 > Homo sapiens 
<400> 3225 

cgcctgcccc agtccatctg tgacaggcgg gcgtgagtgt agaggaatag ctaggctgta 
60 

gcagtcgaaa ttctttctga accccatata ggatgaaggt tatatttcca aaattaaaac 
120 

agaggaacat tttaaatggc ctacgtccat gcaccttctt tattcaagaa gctaccaaga 
180 

attctgcctg tttcccagtc cctaaaatgc ctgtgccatg tgccctgggt gaagaactag 
240 

tcccatgcca caggggtaca ggccccgctg tagtttggcc agcccaaccg cagcaagggg 
300 

aagtggaacc acagcctcaa cccacacaga ggatggaacc accttctgca gctaaaaata 
360 

accacaccgc ctttgaggtg agccacccaa gatgcaggtg gggctgtatg aaactccacg 
420 
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aacatgggat gagtttcatt ttcagggttc cgaggggcca tgagtggtac caagatccct 
480 

ggaggtgccc ttggtttccc atgtag 
506 

<210> 3226 
<211> 137 
<212> PRT 

<213> Homo sapiens 
<400 > 3226 


Met 

Lys 

Val 

He 

Phe 

Pro 

Lys 

Leu 

Lys 

Gin 

Arg 

Asn 

lie 

Leu 

Asn 

Gly 

1 




5 





10 





15 


Leu 

Arg 

Pro 

Cys 

Thr 

Phe 

Phe 

lie 

Gin 

Glu 

Ala 

Thr 

Lys 

Asn 

Ser 

Ala 




20 





25 





30 



Cys 

Phe 

Pro 

Val 

Pro 

Lys 

Met 

Pro 

Val 

Pro 

Cys 

Ala 

Leu 

Gly Glu 

Glu 



35 





40 





45 




Leu 

Val 

Pro 

Cys 

His 

Arg 

Gly 

Thr 

Gly 

Pro 

Ala 

Val 

Val 

Trp 

Pro 

Ala 


50 





55 





60 





Gin 

Pro 

Gin 

Gin 

Gly 

Glu 

Val 

Glu 

Pro 

Gin 

Pro 

Gin 

Pro 

Thr 

Gin 

Arg 

65 





70 





75 





80 

Met 

Glu 

Pro 

Pro 

Ser 

Ala 

Ala 

Lys 

Asn 

Asn 

His 

Thr 

Ala 

Phe 

Glu 

Val 





85 





90 





95 


Ser 

His 

Pro 

Arg 

Cys 

Arg 

Trp 

Gly 

Cys 

Met 

Lys 

Leu 

His 

Glu 

His 

Gly 




100 





105 





110 



Met 

Ser 

Phe 

lie 

Phe 

Arg 

Val 

Pro 

Arg 

Gly 

His 

Glu 

Trp 

Tyr 

Gin 

Asp 



115 





120 





125 




Pro 

Trp 

Arg 

Cys 

Pro 

Trp 

Phe 

Pro 

Met 









130 





135 











<210> 3227 

<211> 1623 

<2 12> DNA 

<2 13 > Homo sapiens 

<4 00> 3227 

nngtgtaggg gtagattttc gctgcagtgt tccccgagcc tgttagacgc agcggccggg 
60 

agactgagag aggaaaggat agaggaagtg ctgccctagg ctgcatgagt cgaagcaagc 
120 

gtgtttcctt cccgccaggc aagtgccctt agaaaccggg ccccgccccc ttcctggcct 
180 

gcattcccat cccctctccc ggggcggagg tgaggacctc cttggttcct ttggttctgt 
240 

oagtgagccc cttccttggc catgaagctc gtgaggaaga acatcgagaa ggacaatgcg 
300 

ggccaggtga ccctggtccc cgaggagcct gaggacatgt ggcacactta caacctcgtg 
360 

caggtgggcg acagcctgcg cgcctccacc atccgcaagg tacagacaga gtcctccacg 
420 

ggcagcgtgg gcagcaaccg ggtccgcact accctcactc tctgcgtgga ggccatcgac 
480 

ttcgactctc aagcctgcca gctgcgggtt aaggggacca acatccaaga gaatgagtat 
540 
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gtcaagatgg gggcttacca caccatcgag ctggagccca accgccagtt caccctggcc 
600 

aagaagcagt gggatagtgt ggtactggag cgcatcgagc aggcctgtga cccagcctgg 
660 

agcgctgatg tggcggctgt ggtcatgcag gaaggcctcg cccatatctg cttagtcact 
720 

cccagcatga ccctcactcg ggccaaggtg gaggtgaaca tccctaggaa aaggaaaggc 
780 

aattgctctc agcatgaccg ggccttggag cggttctatg aacaggtggt ccaggctatc 
840 

cagcgccaca tacactttga tgttgtaaag tgcatcctgg tggccagccc aggatttgtg 
900 

agggagcagt tctgcgacta catgtttcaa caagcagtga agaccgacaa caaactgctc 
960 

ctggaaaacc ggtccaaatt tcttcaggta catgcctcct ccggacacaa gtactccctg 
1020 

aaagaggccc tttgtgaccc tactgtggct agccgccttt cagacactaa agctgctggg 
1080 

gaagtcaaag ccttggatga cttctataaa atgttacagc atgaaccgga tcgagctttc 
1140 

tatggactca agcaggtgga gaaggccaat gaagccatgg caattgacac attgctcatc 
1200 

agcgatgagc tcttcaggca tcaggatgta gccacacgga gccggtatgt gaggctggtg 
1260 

gacagtgtga aagagaatgc aggcaccgtt aggatattct ctagtcttca cgtttctggg 
1320 

gaacagctca gccagttgac tggggtagct gccattctcc gcttccctgt tcccgaactt 
1380 

tctgaccaag agggtgattc cagttctgaa gaggattaat gattgaaact taaaattgag 
1440 

acaatcttgt gtttcctaaa ctgttacagt acatttctca gcatccttgt gacagaaagc 
1500 

tgcaagaatg gcactttttg attcatacag ggatttctta tgtctttggc tacactagat 
1560 

attttgtgat tggcaagaca tgtatttaaa caataaacta aaaggaaata aaaaaaaaaa 
1620 
aaa 
1623 

<210> 3228 
<211> 385 
<212> PRT 

<213 > Homo sapiens 
<4 00> 3228 

Met Lys Leu Val Arg Lys Asn lie Glu Lys Asp Asn Ala Gly Gin Val 
1 5 10 15 

Thr Leu Val Pro Glu Glu Pro Glu Asp Met Trp His Thr Tyr Asn Leu 
20 25 30 

Val Gin Val Gly Asp Ser Leu Arg Ala Ser Thr He Arg Lys Val Gin 
35 40 45 

Thr Glu Ser Ser Thr Gly Ser Val Gly Ser Asn Arg Val Arg Thr Thr 
50 55 60 

Leu Thr Leu Cys Val Glu Ala lie Asp Phe Asp Ser Gin Ala Cys Gin 
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65 





70 





75 





80 

Leu Arg 

Val 

Lys 

Gly 

Thr 

Asn 

lie 

Gin 

Glu 

Asn 

Glu 

Tyr 

Val 

Lys 

Met 





85 





90 





95 


Gly Ala 

Tyr 

His 

Thr 

lie 

Glu 

Leu 

Glu 

Pro 

Asn 

Arg 

Gin 

Phe 

Thr 

Leu 




100 





105 





110 



Ala 

Lys 

Lys 

Gin 

Trp 

Asp 

Ser 

Val 

Val 

Leu 

Glu 

Arg 

lie 

Glu 

Gin 

Ala 



115 





120 





125 




Cys 

Asp 

Pro 

Ala 

Trp 

Ser 

Ala 

Asp 

Val 

Ala 

Ala 

Val 

val 

Met 

Gin 

Glu 


130 





135 





140 





Gly Leu 

Ala 

His 

lie 

Cys 

Leu 

Val 

Thr 

Pro 

Ser 

Met 

Thr 

Leu 

Thr 

Arg 

145 





150 





155 





160 

Ala 

Lys 

Val 

Glu 

Val 

Asn 

lie 

Pro 

Arg 

Lys 

Arg 

Lys 

Gly 

Asn 

Cys 

Ser 





165 





170 





175 


Gin 

His 

Asp 

Arg 

Ala 

Leu 

Glu 

Arg 

Phe 

Tyr Glu 

Gin 

Val 

Val 

Gin 

Ala 




180 





185 





190 



He 

Gin 

Arg 

His 

lie 

His 

Phe 

Asp 

Val 

Val 

Lys 

Cys 

lie 

Leu 

Val 

Ala 



195 





200 





205 




Ser 

Pro 

Gly 

Phe 

Val 

Arg 

Glu 

Gin 

Phe 

Cys 

Asp 

Tyr 

Met 

Phe 

Gin 

Gin 


210 





215 





220 





Ala 

Val 

Lys 

Thr 

Asp 

Asn 

Lys 

Leu 

Leu 

Leu 

Glu 

Asn 

Arg 

Ser 

Lys 

Phe 

225 





230 





235 





240 

Leu 

Gin 

Val 

His 

Ala 

Ser 

Ser 

Gly His 

Lys 

Tyr 

Ser 

Leu 

Lys 

Glu 

Ala 





245 





250 





255 


Leu Cys 

Asp 

Pro 

Thr 

Val 

Ala 

Ser 

Arg 

Leu 

Ser 

Asp 

Thr 

Lys 

Ala 

Ala 




260 





265 





270 



Gly Glu 

Val 

Lys 

Ala 

Leu 

Asp 

Asp 

Phe 

Tyr 

Lys 

Met 

Leu 

Gin 

His 

Glu 



275 





280 





285 




Pro Asp 

Arg 

Ala 

Phe 

Tyr 

Gly 

Leu 

Lys 

Gin 

Val 

Glu 

Lys 

Ala 

Asn 

Glu 


290 





295 





300 





Ala 

Met 

Ala 

Il'e 

Asp 

Thr 

Leu 

Leu 

lie 

Ser 

Asp 

Glu 

Leu 

Phe 

Arg 

His 

305 





310 





315 





320 

Gin 

Asp 

Val 

Ala 

Thr 

Arg 

Ser 

Arg 

Tyr 

Val 

Arg 

Leu 

Val 

Asp 

Ser 

Val 





325 





330 





335 


Lys 

Glu 

Asn 

Ala 

Gly 

Thr 

Val 

Arg 

lie 

Phe 

Ser 

Ser 

Leu 

His 

Val 

Ser 




340 





345 





350 



Gly Glu 

Gin 

Leu 

Ser 

Gin 

Leu 

Thr Gly 

Val 

Ala 

Ala 

lie 

Leu 

Arg 

Phe 



355 





360 





365 




Pro 

Val 

Pro 

Glu 

Leu 

Ser 

Asp 

Gin 

Glu 

Gly Asp 

Ser 

Ser 

Ser 

Glu 

Glu 


370 





375 





380 






Asp 

385 

<210 > 3229 
<211> 1008 
<212> DNA 
<213> Homo sapiens 

<4 00> 3229 

nngcgcgcct cgcgctccag ggagccccgc cctcccgcgg cacctccgca gcaaccgccg 
60 

cctgcactgg gcgcgcgaga gctgctaggg cggtttctct gcctcgggcc tgttgggcag 
120 

ggccggctaa ggtgcgcgtg ctcgctggtt ctaacccttc tgttgggcgt ttctgctgag 
180 
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aggcgggagg cgctgagagt ctgtgcggag gtccgtggac agactgcttt gctcgttgtt 
240 

gctcttcgga ggcggcgatc cccgaaggcg agctgaaata cggctgcagg ctacaatttg 
300 

cagccgacca ttatggaaga cggcaagcgg gagaggtggc ccaccctcat ggagcgcttg 
360 

tgctcggatg gcttcgcatt tccccaatac cccattaaac cgtatcatct gaagaggatc 
420 

cacagagctg tcttacgtgg taatctggag gaactgaagt accttctgct cacgtattat 
480 

gacatcaata agagagacag gaaggaaagg accgccctac atttggcctg tgccactggc 
540 

caaccggaaa tggtacatct cctggtgtcc agaagatgtg agcttaacct ctgcgaccgt 
600 

gaagacagga cacctctgat caaggctgta caactgaggc aggaggcttg tgcaactctt 
660 

ctgctgcaaa atggcgccga tccaaatatt acggatgtct ttggaaggac tgctctgcac 
720 

tacgctgtgt ataatgaaga tacatccatg atagaaaaac ttctttcaca tggtacaaat 
780 

attgaagaat gcagcaagaa tgaatatcag ccactgttac ttgctgtgag tcgaagaaaa 
840 

gtgaaaatgg tggaattttt attaaagaaa aaagcaaatg taaatgccat tgattatctt 
900 

ggcagatcag ccctcatact tgctgttact cttggagaaa aagatatagt cattcttctt 
960 

ctgcagcaca atattgatgt gttttctcga gatgtgtatg gaaagctt 
1008 

<210> 3230 
<211> 232 
<212> PRT 

< 213 > Homo sapiens 


<400> 3230 


Met 

Glu 

Asp 

Gly 

Lys 

Arg 

Glu 

Arg 

Trp 

Pro 

Thr 

Leu 

Met 

Glu 

Arg 

Leu 

1 




5 





10 





15 


Cys 

Ser 

Asp 

Gly 

Phe 

Ala 

Phe 

Pro 

Gin 

Tyr 

Pro 

lie 

Lys 

Pro 

Tyr 

His 




20 





25 





30 



Leu 

Lys 

Arg 

lie 

His 

Arg 

Ala 

Val 

Leu 

Arg 

Gly Asn 

Leu 

Glu 

Glu 

Leu 



35 





40 





45 




Lys 

Tyr 

Leu 

Leu 

Leu 

Thr 

Tyr 

Tyr 

Asp 

lie 

Asn 

Lys 

Arg 

Asp 

Arg 

Lys 


50 





55 





60 





Glu Arg 

Thr 

Ala 

Leu 

His 

Leu 

Ala 

Cys 

Ala 

Thr 

Gly Gin 

Pro 

Glu 

Met 

65 





70 





75 





80 

Val 

His 

Leu 

Leu 

Val 

Ser 

Arg 

Arg 

Cys 

Glu 

Leu 

Asn 

Leu 

Cys 

Asp 

Arg 





85 





90 





95 


Glu Asp 

Arg 

Thr 

Pro 

Leu 

lie 

Lys 

Ala 

Val 

Gin 

Leu 

Arg 

Gin 

Glu 

Ala 




100 





105 





110 



Cys Ala 

Thr 

Leu 

Leu 

Leu 

Gin 

Asn 

Gly 

Ala 

Asp 

Pro 

Asn 

lie 

Thr 

Asp 



115 





120 





125 




Val 

Phe 

Gly 

Arg 

Thr 

Ala 

Leu 

His 

Tyr 

Ala 

Val 

Tyr Asn 

Glu 

Asp 

Thr 


130 





135 





140 





Ser 

Met 

lie 

Glu 

Lys 

Leu 

Leu 

Ser 

His 

Gly 

Thr 

Asn 

lie 

Glu 

Glu 

Cys 
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145 150 155 160 

Ser Lys Asn Glu Tyr Gin Pro Leu Leu Leu Ala Val Ser Arg Arg Lys 

165 170 175 

Val Lys Met Val Glu Phe Leu Leu Lys Lys Lys Ala Asn Val Asn Ala 
180 185 190 

lie Asp Tyr Leu Gly Arg Ser Ala Leu He Leu Ala Val Thr Leu Gly 
195 200 205 

Glu Lys Asp lie Val lie Leu Leu Leu Gin His Asn lie Asp Val Phe 
210 215 220 

Ser Arg Asp Val Tyr Gly Lys Leu 
225 230 

<210> 3231 

<211> 1367 

<212 > DNA 

<213> Homo sapiens 

<400> 3231 

nnacgcgtga aggggaagtt tcgcctcaga aggctgcctc gctggtccga attcggtggc 
60 

gccacgtccg cccgtctccg ccttctgcat cgcggcttcg gcggcttcca cctagacacc 
120 

taacagtcgc ggagccggcc gcgtcgtgag ggggtcggca cggggagtcg ggcggtcttg 
180 

tgcatcttgg ctacctgtgg gtcgaagatg tcggacatcg gagactggtt caggagcatc 
240 

ccggcgatca cgcgctattg gttcgccgcc accgtcgccg tgcccttggt cggcaaactc 
300 

ggcctcatca gcccggccta cctcttcctc tggcccgaag ccttccttta tcgctttcag 
360 

atttggaggc caatcactgc caccttttat ttccctgtgg gtccaggaac tggatttctt 
420 

tatttggtca atttatattt cttatatcag tattctacgc gacttgaaac aggagctttt 
480 

gatgggaggc cagcagacta tttattcatg ctcctcttta actggatttg catcgtgatt 
540 

actggcttag caatggatat gcagttgctg atgattcctc tgatcatgtc agtactttat 
600 

gtctfgggccc agctgaacag agacatgatt gtatcatttt ggtttggaac acgatttaag 
660 

gcctgctatt taccctgggt tatccttgga ttcaactata tcatcggagg ctcggtaatc 
720 

aatgagctta ttggaaatct ggttggacat ctttattttt tcctaatgtt cagataccca 
780 

atggacttgg gaggaagaaa ttttctatcc acacctcagt ttttgtaccg ctggctgccc 
840 

agtaggagag gaggagtatc aggatttggt gtgccccctg ctagcatgag gcgagctgct 
900 

gatcagaatg gcggaggcgg gagacacaac tggggccagg gctttcgact tggagaccag 
960 

tgaaggggcg gcctcgggca gccgctcctc tcaagccaca tttcctccca gtgctgggtg 
1020 

cacttaacaa ctgcgttctg gctaacactg ttggacctga cccacactga atgtagtctt 
1080 
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tcagtacgag acaaagttt c ttaaatcccg aagaaaaata taagtgttcc acaagtttca 
1140 

cgattctcat tcaagtcctt actgctgtga agaacaaata ccaactgtgc aaattgcaaa 
1200 

actgactaca ttttttggtg tttttttttt tcccctttcc gttctgaata atgggtttta 
1260 

gcgggtccta gtctgctggc attgagctgg ggctgggtca ccaaaccctt cccaaaagga 
1320 

cccttatctc tttcttgcac acatgcctct ctcccccctt cacgcgt 
1367 


<210> 3232 
<211> 251 
<212> PRT 

<213 > Homo sapiens 


<4 00> 3232 


Met 

Ser Asp 

He 

Gly 

Asp 

Trp 

Phe 

1 



5 




Tyr 

Trp Phe 

Ala 

Ala 

Thr 

Val 

Ala 



20 





Leu 

lie Ser 

Pro 

Ala 

Tyr 

Leu 

Phe 


35 





40 

Arg 

Phe Gin 

lie 

Trp 

Arg 

Pro 

lie 


50 




55 


Gly Pro Gly 

Thr 

Gly 

Phe 

Leu 

Tyr 

65 




70 



Gin 

Tyr Ser 

Thr 

Arg 

Leu 

Glu 

Thr 




85 




Asp 

Tyr Leu 

Phe 

Met 

Leu 

Leu 

Phe 



100 





Gly 

Leu Ala 

Met 

Asp 

Met 

Gin 

Leu 


115 





120 

Val 

Leu Tyr 

Val 

Trp 

Ala 

Gin 

Leu 


130 




135 


Trp 

Phe Gly 

Thr 

Arg 

Phe 

Lys 

Ala 

145 




150 



Gly Phe Asn 

Tyr 

lie 

He Gly 

Gly 




165 




Asn 

Leu Val 

Gly 

His 

Leu 

Tyr 

Phe 



180 





Asp 

Leu Gly 

Gly 

Arg 

Asn 

Phe 

Leu 


195 





200 

Trp 

Leu Pro 

Ser 

Arg 

Arg Gly 

Gly 


210 




215 


Ala 

Ser Met 

Arg 

Arg 

Ala 

Ala 

Asp 

225 




230 



Asn Trp Gly 

Gin 

Gly 

Phe Arg 

Leu 




245 





<2 10> 3233 
<211> 975 
<212> DNA 

<213> Homo sapiens 


Arg 

Ser 

lie 

Pro 

Ala 

lie 

Thr 

Arg 


10 





15 


Val 

Pro 

Leu 

Val 

Gly 

Lys 

Leu 

Gly 

25 





30 



Leu Trp 

Pro 

Glu 

Ala 

Phe 

Leu 

Tyr 





45 




Thr 

Ala 

Thr 

Phe 

Tyr 

Phe 

Pro 

Val 




60 





Leu 

Val 

Asn 

Leu 

Tyr 

Phe 

Leu 

Tyr 



75 





80 

Gly Ala 

Phe 

Asp 

Gly 

Arg 

pro 

Ala 


90 





95 


Asn 

Trp 

lie 

Cys 

lie 

val 

lie 

Thr 

105 





no 



Leu 

Met 

lie 

Pro 

Leu 

lie 

Met 

Ser 





125 




Asn Arg 

Asp 

Met 

lie 

Val 

Ser 

Phe 




140 





Cys 

Tyr 

Leu 

Pro 

Trp 

Val 

lie 

Leu 



155 





160 

Ser 

Val 

lie 

Asn 

Glu 

Leu 

lie 

Gly 


170 





175 


Phe 

Leu 

Met 

Phe 

Arg 

Tyr 

Pro 

Met 

185 





190 



Ser 

Thr 

Pro 

Gin 

Phe 

Leu 

Tyr 

Arg 





205 




Val 

Ser 

Gly Phe 

Gly 

Val 

Pro 

Pro 




220 





Gin 

Asn 

Gly Gly 

Gly 

Gly 

Arg 

His 



235 





240 


Gly Asp Gin 
250 
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<400> 3233 


nacgcgtacg 

60 

accgttgttt 

120 

tggtggagct 

ctgcgtgttt 

actatttttg 

gaaatgaaga 

aaatggaaag 

accttgtggc 

tttccatctg 

ttctttgtta 

tgtttgtatg 

gtcctattgg 

atgacaattt 

180 

tcacatctcc 

cgcttccccc 

tccaaagagt 

tctacttgtc 

caattctgaa 

aaggaacgtt 

240 

atgaaaaaga 

attcagccaa 

gaaagacaac 

aagaaatttt 

gagaagagca 

gcaagagctt 

300 

tacctatcta 

taccacatca 

gcttcaaaaa 

ctatcagata 

ttgtgaaaaa 

tgtcagctga 

360 

ttaaacctga 

tcgggcgcat 

cactgctcag 

cctgtgactc 

atgtattctt 

aagatggatc 

420 

atccctgtcc 

ttgggtgaat 

aactgtgtgg 

gattttctaa 

ttacaaattc 

ttcctgctgt 

480 

ttttattgta 

ttccctatta 

tattgccttt 

tcgtggcogc 

acagttttag 

agtacttaaa 

540 

aaattttgga 

cgaaagaacc 

gaccaaaacc 

cgggccaaaa 

ttccacgtac 

ttttttcttt 

600 

tctttgtgtc 

tgcaatgttc 

ttcatcagcg 

tcctctcact 

tttcagctac 

cactgctggc 

660 

tttaaacagc 

attgtccaca 

gctccgtctg 

cagggtcagg 

gcatggcctc 

tctccgtgtt 

720 

cctgtgaaga 

gccttcattg 

gaatcatccc 

gggacataca 

gcttgaatgt 

gctgtctggc 

780 

tagcccctcc 

acaagtcggt 

cactctgcac 

aaggaatccg 

agagctcatc 

aaggatcagc 

840 

acggtctggg 

gcccaggtgg 

ggtggaacac 

gcacggtcca 

caagcaattc 

tgtctttctc aaggcttttt 
900 

cttgtgcagt 

atgaaatcct 

tcatatttca 

tatgaagtat 

gtgccttctg gggcactgag 

ctcaggaact 

ccaaaaagac 

cccttcgggc 

cggatcccgg 


960 

cttcaaggct gcccc 
975 

<210> 3234 
<211> 159 
<212 > PRT 

<213> Homo sapiens 


<400> 3234 


Xaa 

Ala 

Tyr Val 

Val 

Glu 

Leu 

Cys 

Val 

Phe 

Thr 

lie 

Phe 

Gly 

Asn 

Glu 

1 



5 





10 





15 


Glu 

Asn 

Gly Lys 

Thr 

Val 

Val 

Tyr 

Leu 

Val 

Ala 

Phe 

His 

Leu 

Phe 

Phe 



20 





25 





30 



Val 

Met 

Phe val 

Trp 

Ser 

Tyr 

Trp 

Met 

Thr 

lie 

Phe 

Thr 

Ser 

Pro 

Ala 



35 




40 





45 




Ser 

Pro 

Ser Lys 

Glu 

Phe 

Tyr 

Leu 

Ser 

Asn 

Ser 

Glu 

Lys 

Glu 

Arg 

Tyr 


50 




55 





60 





Glu 

Lys 

Glu Phe 

Ser 

Gin 

Glu 

Arg 

Gin 

Gin 

Glu 

lie 

Leu 

Arg 

Arg 

Ala 

65 




70 





75 





80 

Ala Arg 

Ala Leu 

Pro 

He 

Tyr 

Thr 

Thr 

Ser 

Ala 

Ser 

Lys 

Thr 

lie 

Arg 
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85 




90 



95 


Tyr 

Cys 

Glu 

Lys 

Cys 

Gin Leu 

He 

Lys 

Pro Asp Arg 

Ala 

His 

His 

Cys 



100 




105 



110 



Ser 

Ala 

Cys 

Asp 

Ser Cys lie 

Leu 

Lys 

Met Asp His 

Pro 

Cys 

Pro 

Trp 



115 




120 



125 




Val 

Asn 

Asn 

Cys 

Val 

Gly Phe 

Ser 

Asn Tyr Lys Phe 

Phe 

Leu 

Leu 

Phe 


130 




135 



140, 





Leu 

Leu 

Tyr 

Ser 

Leu 

Leu Tyr Cys 

Leu 

Phe Val Ala 

Ala 

Gin 

Phe 



145 150 155 

<210> 3235 
<211> 551 
<212> DNA 

<2 13> Homo sapiens 
<4 00> 3235 

ntggaaactg agcttcaaac atataagcat tctcgtcagg ggctagatga aatgtacaat 
60 

gaagccagaa ggcagcttcg agatgaatct cagttacgac aggatgtaga gaatgagcta 
120 

gcagtacaag ttagtatgaa gcatgagatt gaacttgcca tgaagttgct ggagaaagat 
180 

atccatgaga aacaagatac tctgataggc cttcgacaac aactagagga agttaaagca 
240 

attaacatag agatgtatca aaagttgcag ggttctgaag atggcttgaa agaaaaaaat 
300 

gaaataattg cccgactaga agaaaaaacc aataaaatta ctgcagccat gaggcagctg 
360 

gaacaaagat tgcagcaagc agagaaggcg caaatggaag ctgaagatga ggatgagaaa 
420 

tatctacaag aatgtctcag taaatctgat agtctgcaga aacaaatctc ccaaaaggag 
480 

aaacagctgg tgcaactgga aactgacttg aagattgaga aggaatggag gcagactttg 
540 

caggaagatc t 
551 

<210> 3236 
<2 11> 183 
<212> PRT 

<213> Homo sapiens 


<4 00> 3236 


Xaa Glu 

Thr 

Glu 

Leu Gin 

Thr 

Tyr 

Lys 

His 

Ser Arg 

Gin 

Gly Leu 

Asp 

1 



5 




10 




15 


Glu Met 

Tyr 

Asn 

Glu Ala 

Arg 

Arg 

Gin 

Leu 

Arg Asp 

Glu 

Ser 

Gin 

Leu 



20 




25 




30 



Arg Gin 

Asp 

Val 

Glu Asn 

Glu 

Leu 

Ala 

Val 

Gin Val 

Ser 

Met 

Lys 

His 


35 




40 




45 




Glu lie 

Glu 

Leu 

Ala Met 

Lys 

Leu 

Leu 

Glu 

Lys Asp 

lie 

His 

Glu 

Lys 

50 




55 




60 





Gin Asp 

Thr 

Leu 

lie Gly 

Leu Arg 

Gin 

Gin 

Leu Glu 

Glu 

Val 

Lys 

Ala 

65 



70 





75 




80 

lie Asn 

lie 

Glu 

Met Tyr 

Gin 

Lys 

Leu 

Gin 

Gly Ser 

Glu 

Asp Gly 

Leu 
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85 90 95 

Lys Glu Lys Asn Glu lie lie Ala Arg Leu Glu -Glu Lys Thr Asn Lys 
100 105 110 

lie Thr Ala Ala Met Arg Gin Leu Glu Gin Arg Leu Gin Gin Ala Glu 
115 120 125 

Lys Ala Gin Met Glu Ala Glu Asp Glu Asp Glu Lys Tyr Leu Gin Glu 
130 135 140 

Cys Leu Ser Lys Ser Asp Ser Leu Gin Lys Gin lie Ser Gin Lys Glu 

145 150 155 160 

Lys Gin Leu Val Gin Leu Glu Thr Asp Leu Lys He Glu Lys Glu Trp 

165 170 175 

Arg Gin Thr Leu Gin Glu Asp 
180 

<210> 3237 

<211> 1323 

<212> DNA 

<213 > Homo sapiens 

<400> 3237 

nctctgggct gcgacctacc tcgcagaggg gtttgcacta aggcgctggg cgccgggctc 
60 

cgggcgctgt ggaccatggc tccgcccgcg gcgcctggcc gggaccgtgt gggccgtgag 
120 

gatgaggacc gttgggaagt acggggggac cgcaaggccc ggaagcccct ggtggagaag 
180 

aagcgacgcg cgcggatcaa cgagagtctt caggagttgc ggctgctgct ggcgggcgcc 
240 

gaggtgcagg ccaagctgga gaacgccgaa gtgctggagc tgacggtgcg gcgggtccag 
300 

ggtgtgctgc ggggccgggc gcgcgagcgc gagcagctgc aggcggaagc gagcgagcgc 
360 

ttcgctgccg gctacatcca gtgcatgcac gaggtgcaca cgttcgtgtc cacgtgccag 
420 

gccatcgacg ctaccgtcgc tgccgagctc ctgaaccatc tgctcgagtc catgccgctg 
480 

cgtgagggca gcagcttcca ggatctgctg ggggacgccc tggcggggcc acctagagcc 
540 

cctggacgga gtggctggcc tgcggggggc gctccgggat ccccaatacc cagccccccg 
600 

ggtcctgggg acgacctgtg ctccgacctg gaggaggccc ctgaggctga actgagtcag 
660 

gctcctgctg aggggcccga cttggtgccc gcagccctgg gcagcctgac cacagcccaa 
720 

attgcccgga gtgtctggag gccttggtga ccaatgccag ccagagtcct gcgggggtgg 
780 

gcccggccct ccctggatct cctccctcct cccaggggtt cagatgtggt ggggtagggc 
840 

cctggaagtc tcccaggtct tccctccctc ctctgatgga tggcttgcag ggcagcccct 
900 

ggtaaccagc ccagtcaggc cccagccccg tttcttaaga aacttttagg gaccctgcag 
960 

ctctggagtg ggtggaggga gggagctacg ggcaggagga agaattttgt agagctgcca 
1020 


2440 



WO 00/58473 


PCT/U S0O/O862 1 


gcgctctccc aggttcaccc acccaggctt caccagccct gtgcgggctc tgggggcaga 
1080 

ggtggcagaa atggtgctgg gcactagtgt tccaggcagc cctgggctaa acaaaagctt 
1140 

gaacttgcca cttcagcggg gagatgagag gcaggtgcac tcagctgcac tgcccagagc 
1200 

tgtgatgctc tgtacatctt gtttgtagca cacttgagtt tgtgtattcc attgacatca 
1260 

aatgtgacaa ttttactaaa taaagaattt tggagttagt tacccttgaa aaaaaagtcg 

1320 

acg 

1323 

<210> 3238 

<211> 249 

<212> PRT 

<213 > Homo sapiens 

<400> 3238 

Xaa Leu Gly Cys Asp Leu Pro Arg Arg Gly Val Cys Thr Lys Ala Leu 
15 10 15 

Gly Ala Gly Leu Arg Ala Leu Trp Thr Met Ala Pro Pro Ala Ala Pro 
20 25 30 

Gly Arg Asp Arg Val Gly Arg Glu Asp Glu Asp Arg Trp Glu Val Arg 
35 40 45 

Gly Asp Arg Lys Ala Arg Lys Pro Leu Val Glu Lys Lys Arg Arg Ala 
50 55 60 

Arg He Asn Glu Ser Leu Gin Glu Leu Arg Leu Leu Leu Ala Gly Ala 

65 70 75 80 

Glu Val Gin Ala Lys Leu Glu Asn Ala Glu Val Leu Glu Leu Thr Val 

85 90 95 

Arg Arg Val Gin Gly Val Leu Arg Gly Arg Ala Arg Glu Arg Glu Gin 
100 105 110 

Leu Gin Ala Glu Ala Ser Glu Arg Phe Ala Ala Gly Tyr lie Gin Cys 
115 120 125 

Met His Glu Val His Thr Phe Val Ser Thr Cys Gin Ala lie Asp Ala 
130 135 140 

Thr Val Ala Ala Glu Leu Leu Asn His Leu Leu Glu Ser Met Pro Leu . 

145 150 155 160 

Arg Glu Gly Ser Ser Phe Gin Asp Leu Leu Gly Asp Ala Leu Ala Gly 

165 170 175 

Pro Pro Arg Ala Pro Gly Arg Ser Gly Trp Pro Ala Gly Gly Ala Pro 
180 185 190 

Gly Ser Pro lie Pro Ser Pro Pro Gly Pro Gly Asp Asp Leu Cys Ser 
195 200 205 

Asp Leu Glu Glu Ala Pro Glu Ala Glu Leu Ser Gin Ala Pro Ala Glu 
210 215 220 

Gly Pro Asp Leu Val Pro Ala Ala Leu Gly Ser Leu Thr Thr Ala Gin 

225 230 235 240 

lie Ala Arg Ser Val Trp Arg Pro Trp 
245 

<210> 3239 
<211> 432 


2441 



WO 00/58473 


PCT/US00/08621 


<212 > DNA 

<213 > Homo sapiens 

<400> 3239 

aaaaccaaag attctcctgg agttttctct aaactgggtg ttctcctgag gagagtgaca 
60 

agaaacttgg tgagaaataa gctggcagtg attacgcgtc tccttcagaa tctgatcatg 
120 

ggtttgttcc tccttttctt cgttctgcgg gtccgaagca atgtgctaaa gggtgctatc 
180 

caggaccgcg taggtctcct ttaccagttt gtgggcgcca ccccgtacac aggcatgctg 
240 

aacgctgtga atctgtttcc cgtgctgcga gctgtcagcg accaggagag tcaggacggc 
300 

ctctaccaga agtggcagat gatgctggcc tatgcactgc acgtcctccc cttcagcgtt 
360 

gttgccacca tgattttcag cagtgtgtgc tactggacgc tgggcttaca tcctgaggtt 
420 

gcccgattgg gt 
432 

<2 10 > . 3240 
<211> 144 
<212> PRT 

<213> Homo sapiens 
<400> 3240 


Lys 

Thr 

Lys 

Asp 

Ser 

Pro 

Gly Val 

Phe 

Ser 

Lys 

Leu 

Gly 

Val 

Leu 

Leu 

1 




5 





10 





15 


Arg 

Arg 

Val 

Thr 

Arg 

Asn 

Leu 

Val 

Arg Asn 

Lys 

Leu 

Ala 

Val 

lie 

Thr 




20 





25 





30 



Arg 

Leu 

Leu 

Gin 

Asn 

Leu 

He 

Met 

Gly Leu 

Phe 

Leu 

Leu 

Phe 

Phe 

Val 


35 





40 





45 




Leu 

Arg 

Val 

Arg 

Ser 

Asn 

Val 

Leu 

Lys 

Gly Ala 

lie 

Gin 

Asp 

Arg 

Val 


50 





55 





60 





Gly 

Leu 

Leu 

Tyr 

Gin 

Phe 

Val 

Gly Ala 

Thr 

Pro 

Tyr 

Thr 

Gly 

Met 

Leu 

65 





70 





75 





80 

Asn 

Ala 

Val 

Asn 

Leu 

Phe 

Pro 

Val 

Leu Arg 

Ala 

Val 

Ser 

Asp 

Gin 

Glu 





85 





90 





95 


Ser 

Gin 

Asp 

Gly 

Leu 

Tyr 

Gin 

Lys 

Trp 

Gin 

Met 

Met 

Leu 

Ala 

Tyr 

Ala 




100 





105 





110 



Leu 

His 

Val 

Leu 

Pro 

Phe 

Ser 

Val 

Val 

Ala 

Thr 

Met 

lie 

Phe 

Ser 

Ser 



115 





120 





125 




Val 

Cys 

Tyr 

Trp 

Thr 

Leu 

Gly Leu 

His 

Pro 

Glu 

Val 

Ala 

Arg 

Leu Gly 


130 135 140 


<210 > 3241 

<211 > 492 

<212 > DNA 

<213 > Homo sapiens 

<400> 3241 

gtggaatttt tttagacaaa gtctcaaaaa acaaacaaac aaacaaaagg taagataaat 
60 
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acgaaataca aaataagagg caggaagagc ccaaagcatc agaaatgtgc cagttataat 
120 

gggccaaaat cccctcttgt gtctccagaa gtatttgaaa aatacgttag gatctgcctc 
180 

acagacatgc tcccaggaca ctcgacagca aggaggtacg gcgggcccag ccagccaagg 
240 

cagaggagga catcactgcc acagcagggg gcctgactgg cagcaaaagg gacgactccg 
300 

gcgaaaagtc agcaggaaac aggacagggg ctggaccaat ggcctccctc agccccacac 
360 

cccacccagg caggagcggt gcctggcccg gggcaggcgg gtgggagagc tcactgagtg 
420 

ggcagcaggg catggcccct gatgctgcag gtacccaggc tgcagctgca gaaacctcag 
480 

tgggaaccca gg 
492 

< 2 1 0 > 3242 
<211> 107 
<212> PRT 
<2 13 > Homo sapiens 

<400> 3242 

Met Gly Gin Asn Pro Leu Leu Cys Leu Gin Lys Tyr Leu Lys Asn Thr 
15 10 15 

Leu Gly Ser Ala Ser Gin Thr Cys Ser Gin Asp Thr Arg Gin Gin Gly 
20 25 30 

Gly Thr Ala Gly Pro Ala Ser Gin Gly Arg Gly Gly His His Cys His 
35 40 45 

Ser Arg Gly Pro Asp Trp Gin Gin Lys Gly Arg Leu Arg Arg Lys Val 
50 55 60 

Ser Arg Lys Gin Asp Arg Gly Trp Thr Asn Gly Leu Pro Gin Pro His 

65 70 75 80 

Thr Pro Pro Arg Gin Glu Arg Cys Leu Ala Arg Gly Arg Arg Val Gly 

85 90 95 

Glu Leu Thr Glu Trp Ala Ala Gly His Gly Pro 
100 105 

<210> 3243 

<211> 944 

<212> DNA 

<213 > Homo sapiens 

<400> 3243 

gatctgcatt ttcaagtgag caaagaccgc tatggagggc agccactttt ctcagagaag 
60 

ttccccaccc tttggtctgg ggcaaggagt acttacggag tgacaaaggg aaaagtctgc 
120 

tttgaggcaa aggtaaccca gaatctccca atgaaagaag gctgcacaga ggtctctctc 
180 

cttcgagttg ggtggtctgt tgatttttcc cgtccacagc ttggtgaaga tgaattctct 
240 

tacggtttcg atggacgagg actcaaggca gaaaatggac aatttgagga atttggccag 
300 
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acttttgggg agaatgatgt tattggctgc tttgctaatt ttgagactga agaagtagaa 
360 

ctttccttct ccaagaatgg agaagaccta ggtgtggcat tctggatcag caaggattcc 
420 

ctggcagacc gggcccttct accccatgtc ctctgcaaaa attgtgttgt agaattaaac 
480 

ttcggtcaga aggaggagcc cttcttccca ccaccagaag agtttgtgtt cattcatgct 
540 

gtgcctgttg aggagcgtgt acgcactgca gtccctccca agaccataga ggaatgtgag 
600 

gtgattctga tggtgggact acccggatct ggaaagaccc agtgggcact gaaatatgca 
660 

aaagaaaacc ctgagaaaag atacaatgtc ctgggagctg agactgtgct caatcaaatg 
720 

aggatgaagg gtctcgagga gccagagatg gaccccaaaa gccgagacct tttagttcag 
780 

caagcctccc agtgccttag taagctggtc cagattgctt cccggacaaa gaggaacttt 
840 

attcttgatc agtgtaatgt gtacaattct ggccaacggc ggaagctatt gctgttcaag 
900 

accttctctc ggaaagtggt ggtggttgtc cctaatgagg aaga 
944 

<2 10> 3244 
<211> 314 
<212> PRT 

<213 > Homo sapiens 


<400> 3244 














Asp 

Leu 

His 

Phe 

Gin 

Val 

Ser 

Lys 

Asp 

Arg 

Tyr 

Gly 

Gly 

Gin 

Pro 

Leu 

1 




5 





10 





15 


Phe 

Ser 

Glu 

Lys 

Phe 

Pro 

Thr 

Leu 

Trp 

Ser 

Gly 

Ala 

Arg 

Ser 

Thr 

Tyr 




20 





25 





30 



Gly 

Val 

Thr 

Lys 

Gly 

Lys 

Val 

Cys 

Phe 

Glu 

Ala 

Lys 

Val 

Thr 

Gin 

Asn 



35 





40 





45 




Leu 

Pro 

Met 

Lys 

Glu 

Gly Cys 

Thr 

Glu 

Val 

Ser 

Leu 

Leu 

Arg 

Val 

Gly 


50 





55 





60 





Trp 

Ser 

val 

Asp 

Phe 

Ser 

Arg 

Pro 

Gin 

Leu 

Gly 

Glu 

Asp 

Glu 

Phe 

Ser 

65 





70 





75 





80 

Tyr 

Gly 

Phe 

Asp 

Gly 

Arg Gly 

Leu 

Lys 

Ala 

Glu 

Asn 

Gly 

Gin 

Phe 

Glu 





85 





90 





95 


Glu 

Phe 

Gly 

Gin 

Thr 

Phe Gly 

Glu 

Asn 

Asp 

Val 

lie 

Gly 

Cys 

Phe 

Ala 




100 





105 





110 



Asn 

Phe 

Glu 

Thr 

Glu 

Glu 

Val 

Glu 

Leu 

Ser 

Phe 

Ser 

Lys 

Asn 

Gly 

Glu 



115 





120 





125 




Asp 

Leu 

Gly 

Val 

Ala 

Phe 

Trp 

lie 

Ser 

Lys 

Asp 

Ser 

Leu 

Ala 

Asp 

Arg 

130 





135 





140 





Ala 

Leu 

Leu 

Pro 

His 

Val 

Leu 

Cys 

Lys 

Asn 

Cys 

Val 

Val 

Glu 

Leu 

Asn 

145 





150 





155 





160 

Phe 

Gly 

Gin 

Lys 

Glu 

Glu 

Pro 

Phe 

Phe 

Pro 

Pro 

Pro 

Glu 

Glu 

Phe 

Val 





165 





170 





175 


Phe 

lie 

His 

Ala 

Val 

Pro 

Val 

Glu 

Glu 

Arg 

Val 

Arg 

Thr 

Ala 

Val 

Pro 




180 





185 





190 



Pro 

Lys 

Thr 

lie 

Glu 

Glu Cys 

Glu 

Val 

lie 

Leu 

Met 

Val 

Gly 

Leu 

Pro 
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195 200 205 

Gly Ser Gly Lys Thr Gin Trp Ala Leu Lys Tyr Ala Lys Glu Asn Pro 
210 215 220 

Glu Lys Arg Tyr Asn Val Leu Gly Ala Glu Thr Val Leu Asn Gin Met 

225 230 235 240 

Arg Met Lys Gly Leu Glu Glu Pro Glu Met Asp Pro Lys Ser Arg Asp 

245 250 255 

Leu Leu Val Gin Gin Ala Ser Gin Cys Leu Ser Lys Leu Val Gin lie 
260 265 270 

Ala Ser Arg Thr Lys Arg Asn Phe lie Leu Asp Gin Cys Asn Val Tyr 
275 280 285 

Asn Ser Gly Gin Arg Arg Lys Leu Leu Leu Phe Lys Thr Phe Ser Arg 
290 295 300 

Lys Val Val Val Val Val Pro Asn Glu Glu 


305 

<210> 3245 
<211> 980 
<212> DNA 
<213 > Hoino 

<400> 3245 

310 

sapiens 

tggtatgagg 

60 

gttctccctc 

caggccggga 

ctcagctgga 

120 

tgaggatggg 

gatttggacg 

ccaacccagc 

180 

agggcctctg 

agagacaagg 

acgacgtcct 

240 

gggagaggaa 

gcacaaggca 

cggggcgccc 

300 

tgctcctggc 

agactacatc 

acagcgctgg 

360 

agctcggggc 

cggcacgggg 

cggaccgttt 

420 

attgtacaga 

tgtcggtgca 

gccctcaaca 

480 

gccacctggc 

tgccactgga 

tggctgaagg 

540 

acgacctctg 

cacagatccc 

atttctgacc 

600 

tgtacgatca 

caccaccatc 

gacttgactg 

660 

atgctgtgtt 

taaaacgctc 

tgcacagcca 

720 

tactgtcggt 

ggagaagagg 

acatgtgaag 

780 

cctacgatca 

cttccgctcc 

ggcaagctgc 

840 

gcttcgtggt 

ggagcccgtg 

gagcgcctcc 

900 

agcagctgga 

gctctggaag 

gcctccacca 

960 

ggcgcggcgt 

ctcgactgtt 


ctgacaccac tggccaggaa gtggctgaag 
tggtgagaag accacgagcc gcctctgatt 
tacatcccat gattctagca caggaagaag 
gcccgcacga tatcatcaga ataggtgtgg 
ctgttccgac aggacctctt ccgaggatgt 
ctcgctagca tcatcgcagc caccatggca 
gatcttttgt ccatgtgcca gcgaaacatt 
ggtggtatag ttagggtcaa agaactggac 
aaggtcccct tcagttggtc acaagaggaa 
ctgtttgcag ccgaagtgtt ttacgacgac 
tcccgactcg ccc acagatt gaaaaatgcc 
ctcaacttca cactgagaca cttggacgtc 

j 

tgcctgcacg cgctggagca gctcacagat 
gaggcctcct tcccacagct cctggtttac 
atcatcgcag aaccagtaac atgacccatc 
cttagagtgt atttctagta aaatcagaag 
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ctcaccaaag caaaaaaaaa 
980 

<210> 3246 
<211> 219 
<212 > PRT 

<213 > Homo sapiens 


<400> 3246 


Val 

Trp 

Arg 

Gly 

Ala 

Leu 

Leu 

Leu 

Ala 

Asp 

Tyr 

lie 

Leu 

Phe 

Arg 

Gin 

1 




5 





10 





15 


Asp 

Leu 

Phe 

Arg 

Gly 

Cys 

Thr 

Ala 

Leu 

Glu 

Leu Gly 

Ala 

Gly Thr Gly 




20 





25 





30 



Leu 

Ala 

Ser 

lie 

lie 

Ala 

Ala 

Thr 

Met 

Ala 

Arg 

Thr 

Val 

Tyr 

Cys 

Thr 



35 





40 





45 




Asp Val 

Gly 

Ala 

Asp 

Leu 

Leu 

Ser 

Met 

Cys 

Gin Arg 

Asn 

lie 

Ala 

Leu 


50 





55 





60 





Asn 

Ser 

His 

Leu 

Ala 

Ala 

Thr 

Gly Gly 

Gly 

lie 

Val 

Arg 

Val 

Lys 

Glu 

65 





70 





75 





80 

Leu Asp 

Trp 

Leu 

Lys 

Asp 

Asp 

Leu Cys 

Thr 

Asp 

Pro 

Lys 

Val 

Pro 

Phe 





85 





90 





95 


Ser Trp 

Ser 

Gin 

Glu 

Glu 

lie 

Ser Asp 

Leu 

Tyr Asp 

His 

Thr 

Thr 

lie 




100 





105 





110 



Leu 

Phe 

Ala 

Ala 

Glu 

Val 

Phe 

Tyr Asp 

Asp 

Asp 

Leu 

Thr 

Asp 

Ala 

Val 



115 





120 





125 




Phe 

Lys 

Thr 

Leu 

Ser 

Arg 

Leu 

Ala 

His 

Arg 

Leu 

Lys 

Asn 

Ala 

Cys 

Thr 


130 





135 





140 





Ala 

lie 

Leu 

Ser 

Val 

Glu 

Lys 

Arg 

Leu 

Asn 

Phe 

Thr 

Leu 

Arg 

His 

Leu 

145 





150 





155 





160 

Asp Val 

Thr 

Cys 

Glu 

Ala 

Tyr 

Asp 

His 

Phe 

Arg 

Ser 

Cys 

Leu 

His 

Ala 





165 





170 





175 


Leu 

Glu 

Gin 

Leu 

Thr 

Asp 

Gly 

Lys 

Leu 

Arg 

Phe 

Val 

Val 

Glu 

Pro 

Val 




180 





185 





190 



Glu 

Ala 

Ser 

Phe 

Pro 

Gin 

Leu 

Leu 

Val 

Tyr 

Glu Arg 

Leu 

Gin 

Gin 

Leu 



195 





200 





205 




Glu 

Leu 

Trp 

Lys 

lie 

lie 

Ala 

Glu 

Pro 

Val 

Thr 







210 





215 











<210> 3247 
<2ll> 977 
<212> DNA 

<213> Homo sapiens 
<400> 3247 

ntctagaacc cagccctgtg gaagtatgtg cggcccaggg gctgtgtgct ggagtgggta 
60 

cgcaacatcg tggccaaccg cctggcctcg gatggggcca cctgggcaga catcttcaag 
120 

aggttcaaca gcggcacgta taacaaccag tggatgatcg tggactacaa ggcgttcatc 
180 

ccgggtgggc ccagccccgg gagccgggtg cttaccatcc tggagcagat ccccggcatg 
240 

gtggtggtgg ctgacaagac ctcggagctc taccagaaga cctactgggc cagctacaac 
300 
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ataccgtcct tcgagactgt gttcaatgcc agtgggctgc aggccctagt ggcccagtat 
360 

ggggactggt tttcttatga cgggagcccc cgggcccaga tcttccggcg gaaccagtca 
420 

ctggtacaag acatggactc catggtcagg ctgatgaggt acaatgactt cctccatgac 
480 

cctctgtcac tgtgcaaagc ctgcaacccc cagcccaatg gggagaatgc tatctccgcc 
540 

cgctccgacc tcaacccggc caatggctcc taccccttcc aggccctacg tcagcgctcc 
600 

catgggggta tcgatgtgaa ggtgaccagc atgtcactgg ccaggatcct gagcctgctg 
660 

gcggccagcg gtcccacgtg ggaccaggtg cccccgttcc agtggagcac ctcgcccttc 
720 

agcggcctgc tgcacatggg ccagccagac ctctggaagt tcgcgcctgt caaggtttca 
780 

tgggactgaa gttctgtccc tgctctgctg ctttcgcccc tgctgaccct cgtcagggtc 
840 

acccccgtcc caaggccacc ggacttctaa ctccagcccc tcctgggggc ttcgttctct 
900 

gatctggggt ctgagtcatc tcctcctaga gtgggtcacg aacctgatgg ggctcagaac 
960 

tgaccccctc tctcccc 
977 

<210> 3248 
<211> 260 
<212> PRT 

<213> Homo sapiens 
<400> 3248 

Asn Pro Ala Leu Trp Lys Tyr Val Arg Pro Arg Gly Cys Val Leu Glu 
15 10 15 

Trp Val Arg Asn He Val Ala Asn Arg Leu Ala Ser Asp Gly Ala Thr 
20 25 30 

Trp Ala Asp lie Phe Lys Arg Phe Asn Ser Gly Thr Tyr Asn Asn Gin 
35 40 45 

Trp Met lie Val Asp Tyr Lys Ala Phe lie Pro Gly Gly Pro Ser Pro 
50 55 60 

Gly Ser Arg Val Leu Thr lie Leu Glu Gin lie Pro Gly Met Val Val 

65 70 75 80 

Val Ala Asp Lys Thr Ser Glu Leu Tyr Gin Lys Thr Tyr Trp Ala Ser 

85 90 95 

Tyr Asn lie Pro Ser Phe Glu Thr Val Phe Asn Ala Ser Gly Leu Gin 
100 105 110 

Ala Leu Val Ala Gin Tyr Gly Asp Trp Phe Ser Tyr Asp Gly Ser Pro 
115 120 125 

Arg Ala Gin lie Phe Arg Arg Asn Gin Ser Leu Val Gin Asp Met Asp 
130 135 140 

Ser Met Val Arg Leu Met Arg Tyr Asn Asp Phe Leu His Asp Pro Leu 

145 150 155 160 

Ser Leu .Cys Lys Ala Cys Asn Pro Gin Pro Asn Gly Glu Asn Ala lie 

165 170 175 

Ser Ala Arg Ser Asp Leu Asn Pro Ala Asn Gly Ser Tyr Pro Phe Gin 
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180 185 190 

Ala Leu Arg Gin Arg Ser His Gly Gly He Asp Val Lys Val Thr Ser 
195 200 205 

Met Ser Leu Ala Arg lie Leu Ser Leu Leu Ala Ala Ser Gly Pro Thr 
210 215 220 

Trp Asp Gin Val Pro Pro Phe Gin Trp Ser Thr Ser Pro Phe Ser Gly 

225 230 235 240 

Leu Leu His Met Gly Gin Pro Asp Leu Trp Lys Phe Ala Pro Val Lys 

245 250 255 

Val Ser Trp Asp 
260 

<210> 3249 

<211> 4487 

<212> DNA 

<213> Homo sapiens 

<4 00> 3249 

nngaattctt tgcatttttc tggtggagaa actgaggctc agagattagg taacttgtct 
60 

taatcagcag atggcagcac tggtacttga acccaggctt gtgtgaaccg ccccacccct 
120 

gctcttcact tttatgcttt ccaccagagt aataatggaa atcctggaaa gccttctcct 
180 

ttcccatggg. ttcccactga ttgcttttct ctctctctct ccccacccca ctccaggtgc 
240 

tctggggcca ggtgccaccg gccattgtcc aggcagctgt gtgcaagcca aagaagcatg 
300 

tggacactgg aagactcctc ggggacagtc ctgcaccgcc tcatccagga gcagctgcgc 
360 

tacggcaacc tgactgagac gcgcacgctg ctagccatcc agcagcaggc cctgaggggt 
420 

9999 ct 99 aa Ctgggggtac agggagcccc caggcctccc tggagatcct ggccccagag 
480 

gacagtcagg tgctgcagca ggccaccagg caggagcccc agggccagga gcaccagggc 
540 

ggtgagaacc acctggcaga gaacaccctc taccggctat gcccacagcc cagcaaggga 
600 

gaggagctgc ccacctatga ggaggccaaa gcccactcgc agtactatgc ggcccagcag 
660 

gcagggaccc ggccacatgc gggggaccga gatccccgtg gggccccggg aggcagtcgg 
720 

aggcaggacg aggccctgcg ggagctgagg catgggcacg tgcgctcgtt gagtgaacgg 
780 

ctccttcagt tgtccctgga gaggaacggc gcccgggccc ccagccacat gagctcctcc 
840 

cacagcttcc cacagctggc ccgcaaccag cagggccccc cactgagggg cccccctgct 
900 

gagggccc a g agtcccgagg acccccacct cagtaccctc atgttgtact agctcatgag 
960 

accaccactg ctgtcactga cccacggtac cgtgcccgcg gcagcccgca cttccagcat 
1020 

gctgaagtca ggatcctgca ggcccaggtg cctcctgtgt tcctccaaca gcagcagcag 
1080 
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taccagtacc tgcagcaatc 
1140 

catggccccc tgagctccct 
1200 

tcctcagcca cctcgggcag 
1260 

gccaggctgc agagagacaa 
1320 

gctggccgca ttgagaagct 
1380 

ctgaccagag cctcctccaa 
1440 

agtgaaatga ggaggctgca 
1500 

aatcgccgcc tggcaagcaa 
1560 

aagctgcttg ctcagagcta 
1620 

gcactgctgc gcggcgccat 
1680 

ctgggcaatg cgcagggccg 
1740 

tatgtggaga aagtggagcg 
1800 

aagcgggagc agctggagct 
1860 

cgtgcacagc agagacaggc 
1920 

gagctcagcg ccctgcgact 
1980 

ctggaggccg acatgaccaa 
2040 

tttgccatgg atgcggctgc 
2100 

tccccccagc cctcacccag 
2160 

catcaggaga tggaaagcag 
2220 

gtgatcaagg tccttcagca 
2280 

ctgcggcctg ccaagtcggt 
2340 

tggcaagggc tctcttctag 
2400 

gcagacagag cacccacaga 
2460 

cacgggagca gagatgggag 
2520 

ctgccaccgg agcctgacag 
2580 

gactctgtag ctacatccag 
2640 

aggaggtggt gcttcaggac 
2700 


tcaggagcac ccccctcccc 
cagtccacct gctgtggagg 
tgcccacctg gcccagatgg 
tgagcggctg cagagggagc 
ggaaagcgaa atccagcggc 
gcgtgaggcc ctggagaaga 
agacttcaac cgggatctta 
gacacaggag gcccaggccg 
cgaacagcag caggagcaag 
cgaggaccag cggcggcgtg 
ggcagctcga gccgaagagg 
gctgcagcag gcgctcgggc 
gcgtctgcgg actcgcctgg 
aggtgcccca ggtggtagca 
gtcagaacaa ctgcgagaga 
gtgggagcag aagtatttgg 
cacggctgct gctcagcgtg 
cagcagcttc aatgagggtc 
gttaaaggtg ctccatgccc 
gcgctccagg agagaccctg 
gccatctgtt ttcgcggctg 
tgagcgacaa acagcagacg 
ggagccagtg gtcacagctc 
cacccagact gacggccccc 
ccttctgggg tgcagcagta 
agtccaggac ttgtcagaca 
tctgagccat tctctcccct 


cacatccagc tgctctcggc 
ggccagtgag tgcccaggcc 
aggccgtgct gagggagaat 
tggagagctc tgcggagaag 
tctctgaggc ccatgagagc 
ccatgcggaa caagatggac 
gagagagatt ggaatctgca 
gcagtcagga catggtggcc 
agaagctgga gcgagagatg 
ccgagctgct ggagcaggct 
agctgcgcaa gaagcaggcc 
agctgcaggc agcctgtgag 
agcaggaact caaggccctg 
gtggcagtgg tgggtctcca 
aggaggagca gatcctggcg 
aggaacgtgc catgaggcag 
acaccactct catccgacat 
tgctcactgg tggccacagg 
agatcctgga gaaggatgca 
gcaaggccat ccagggctcc 
cggcagcagg aacccagggc 
cccctgctcg gctgactaca 
cccctgctgc ccatgccaaa 
cagacagcac ctccacctgc 
gccagagagc agcctctctg 
tggtggagat actgatctga 
cctctgccct gtgccactct 
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cagccatttc agcagccccg 
2760 

tcccattgac catctggtcc 
2820 

tgagagcacc ggcaccccca 
2880 

ggagaatgag gattcagcct 
2940 

cagctcagaa aggagctgag 
3000 

gtggctgtgt tggtttgggg 
3060 

actggttcac taatcaagtc 
3120 

tcatctgctc ttcagttcct 
3180 

actattaagg gtgttagtct 
3240 

aggggccatt taagtggact 
3300 

ggaacagaag actgaggcct 
3360 

cctactgtca gtttctgaaa 
3420 

ctggcccgtg gatgttaaag 
3480 

ttgagcccta taaatgccca 
3540 

tcctgtccct ggaacatcct 
3600 

accgtgaaca gacatctgcc 
3660 

ttctctctga gaaactggag 
3720 

gtttgggaga ggagcaaagc 
3780 

ctctgaatgg agcccccatc 
3840 

tgcccagcgc cctaaagcag 
3900 

agcctgctag cagcagtgac 
3960 

ggagctattg gtgggtttta 
4020 

tgttttcttc ctttatcgtt 
4080 

aagtttcctt tttaaacatt 
4140 

cctacccctg tttaaagctg 
4200 

aagaaaaaag aggaaaaaaa 
4260 . 

ttttggatta atatttggta 
4320 


tcaaccgctg ctccgtccct 
caggagctca ggaggaggac 
gaagactctg cttcttagcc 
tgacttcttg cccaaggcct 
ctccctctgc cctgccagtt 
aactaatttc caaggacggc 
agccatattg ttctctggct 
cactgccttc ttgggatact 
tggagaagac acagcctcac 
gggagacagt gcgcagtttg 
gcaggttccg atgtgtctcc 
cttctgactg gcctcccagt 
ctgctcgatt cccaggatct 
cgggaccccc accaccagcc 
gtcagtttgg tcataaaccc 
atgcccccag gtgggcttcg 
atgtcttgtt agcataagtg 
agttgaaaac tagttaatga 
acaaaacagt gcccaggagg 
gaccagatgc tttggaattg 
tttgacttct ggtcttaaag 
gcagttttgt ctttaccgtt 
tttaggtttg gtatgtgttg 
tgcatttgct ggacaattgc 
aaaaatacat ttggttcatg 
ggcaaaaaat attgtgaaag 
tttcttttaa agtatttttt 


ttccccagcc agacactcat 
cccaggggag aggagagctg 
cacattcctc cgggccttat 
gctactgggg tagcaactga 
gtcagtcagg cagggaggga 
tgcccgtgga caccaggtgg 
aagtttggtt ccagccaacg 
aagacttgaa ttttttgggg 
cttctcactt gctgtgggtg 
tatataattc cctttcttgt 
atgggctgtg ctcccctctt 
tatgcctcct cctcaagttc 
cggctgcctt ttcctctatc 
tcttgaagtg gctccacagc 
tgagccagat gaaatgagcc 
gtggccctac ccggtaccag 
tcttcattcc cacctggagg 
gctacaagag tcaaatagtc 
ctggctcctc aagctaccca 
gggtgaaaca cccacatggc 
agtccctcac ttcagcccca 
tttagttctc cttgattctt 
ttttatttcc atggttcctc 
aatttttttt aaaaaattcc 
tgcattgttt acaaagcaaa 
aaaaaaaaca acttaatata 
gtgctgtgaa cattttctgc 


2450 



WO 00/58473 


PCT/US00/08621 


caaagaccat gatgtgtgtc tgtatgttta agttatcgta aatatttaaa atgtaaacat 
4380 

ggctgttttg ttatgccacc ctgtaccagg attgctgccg cattccactg ggtataacag 
4440 

tattttaatt aaaaaataat aattaaaagt gaaaaaaaaa aaaaaaa 
4487 
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